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agcagctcca atggcgttaa aatggagaat gatgaatcag caaaagaaga gaaatctgac 
120 

ttaaaggaaa aatctacagg aagtaagaag gccaatagat ttcatcctta ttcaaaagac 
180 

aagaattcgg gcactggaga aaagaagggt ccaaatcgta acagagtttt cattagcaac 
240 

atcccatatg acatgaaatg gcaagctatt aaagatctaa tgagagagaa agttggtgag 
300 

gttacatacg tggagctctt taaggatgcg gaaggaaaat caaggggttg tggtgtggtt 
360 

gaattcaaag atgaagaatt tgtaaagaaa gccctagaaa ctatgaacaa atatgatctt 
420 

agtggaagac cccttaatat taaagaggat cctgatggag aaaatgctcg tagggcattg . 
480 

cagcgaacag gaggatcatt tccaggagga cacgtccctg atatgggatc agggttgatg 
540 

aatttaccac cttccatact caataatcca aacattcctc ctgaagtcat cagtaatttg 
600 

caggccggta gacttggttc cacaattttt gttgccaatc ttgacttcaa agttggttgg 
660 

aagaagctaa aggaagtgtt cagcatagct ggaactgtga agcgggcaga tattaaagaa 
720 

gacaaagatg gcaagagcag aggaatgggc actgtcactt ttgagcaagc aattgaagca 
780 

gttcaagcaa tttctatgtt caatgggcag tttttatttg atagacctat gcatgtgaaa 
840 

atggatgaca agtctgttcc tcatgaagag taccgttcac ctgatggtaa aacaccacaa 
900 ■ ' 

ttaccacgtg gtcttggagg cattgggatg ggacttggtc cgggtggaca gcctattagt 
960 

gccagccagc tgaacatagg tggagtaatg ggaaatttag gtccaggtgg tatgggaatg 
1020 

gatggtccag gttttggagg aatgaataga attggaggag gaatagggtt tggtggtctg 
1080 

gaagcaatga atagcatggg aggatttgga ggagttggcc gaatgggaga gctgtaccgt 
1140 

ggtgcgatga ctagtagcat ggagcgagat ttcggacgtg gtgatattgg aataaatcga 
1200 

gcctttggcg attcctttgg tagacttggc agtgcaatga ttggagggat tacaggaaga 
1260 

ataggatctt ctaacatggg tccagtagga tctggaataa gtggtggaat gggtagcatg 
1320 

aacagtgtga ctggaggaat ggggatggga ctggaccgga tgagttccag ctttgataga 
1380 

atgggaccag gtataggagc tatactggaa aggagcatcg atatggatcg aggattttta 
1440 

tcgggtccaa tgggaagcgg aatgagagag agaataggct ccaaaggcaa ccagatattt 
1500 

gtcagaaatc taccttttga cttgacttgg cagaaactaa aagagaaatt cagtcagtgt 
1560 

ggtcatgtaa tgtttgcaga aataaaaatg gagaatggaa agtcaaaagg ctgtggaaca 
1620 

gtcagatttg actccccaga atcagctgaa aaagcctgca gaataatgaa tggcataaaa 
1680 



4000 



WO 00/58473 



PCT/USOO/08621 



atggtgacat ctccccggga ggagcagcag ctcctggcca gcacctccaa gcccgtggtg 
300 

aagctcctgc acaaccgcag taacaacaag tactcctaca ccagcacttc agatgacaac 
360 

ctacttaaga acatcgagct gttcgacaag ctggccctgc gcttccacgg gcggctactc 
420 

ttcctcaagg atgtcctggg ggacgagatc tgctgctggt ctttctacgg gcagggccgc 
480 

aaaatcgccg aggtgtgctg cacctccatt gtctatgcta cggagaagaa gcagaccaag 
540 

gtcagagggg ctccagagcc tatgttgggg gctgggggtg gccac 
585 

<210> 4822 . 
<211> 195 

<212> PRT . . " 

<213> Homo sapiens 

<400> 4822 



Gly Arg 


Val- 


Glu 


val 


Leu 


Thr 


Asp 


Ala Gly Gly Trp 


Val 


Leu 


lie 


Asp 


1 








5 








10 










15 




Arg 


Ser 


Gly 


Arg 


His 


Phe 


Gly Thr 


He Leu 


Asn 


Tyr 


Leu 


Arg 


Asp 


Gly 






20 










25 








30 






Ser 


Val 


Pro 


Leu 


Pro 


Glu 


Ser 


Thr 


Arg Glu 


Leu Gly 


Glu 


Leu 


Leu 


Gly 






35. 










40 








45 








Glu 


Ala 
50 


Arg 


Tyr 


Tyr 


Leu 


Val 
55 


Gin 


Gly Leu 


He 


Glu 
60 


Asp 


Cys 


Gin 


Leu 


Ala 


Leu 


Gin 


Gin 


Lys 


Arg 


Glu 


Thr 


Leu Ser 


Pro 


Leu 


Cys 


Leu 


He 


Pro 


65 










70 








75 










80 


Met 


Val 


Thr 


Ser 


Pro 
85 


Arg 


Glu 


Glu 


Gin Gin 
90 


Leu 


Leu 


Ala 


Ser 


Thr 
95 


Ser 


Lys 


Pro* 


Val 


Val 


Lys 


Leu 


Leu 


His 


Asn Arg 


Ser 


Asn 


Asn 


Lys 


Tyr 


Ser 






100 










105 








110 






Tyr 


Thr 


Ser 


Thr 


Ser 


Asp 


Asp 


Asn 


Leu Leu 


Lys 


Asn 


He 


Glu 


Leu 


Phe 




115 










120 








125 








Asp 


Lys 


Leu 


Ala 


Leu 


Arg 


Phe 


His 


Gly Arg 


Leu 


Leu 


Phe 


Leu 


Lys 


Asp 


130 










- 135 








140 










Val 


Leu Gly 


Asp 


Glu 


He 


Cys 


Cys 


Trp Ser 


Phe 


Tyr 


Gly Gin Gly 


Arg 


145 










150 








155 










160 


Lys 


He 


Ala 


Glu 


Val 


Cys 


Cys 


Thr 


Ser He 


Val 


Tyr 


Ala 


Thr 


Glu 


Lys 








165 








170 










175 




Lys 


Gin 


Thr. 


Lys 


Val 


Arg Gly Ala 


Pro Glu 


Pro 


Met 


Leu Gly Ala 


Gly 



180 185 ' 190 



Gly Gly His 
195 

<210> 4823 

<2H> 1984 

<212> DNA 

<213> Homo sapiens 

<400> 4823 

nggtttttgt tttttgagcc gcaccccgcg gaggcgagga agcagcagcc gcagcacagc 
60 
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245 1 250 255 

Cys Val Leu Glu Asn Cys Glu Phe Val Gly Ser Glu Asn Asn Ser Val 

260 265 , 270 

Thr Val Glu Gly His Pro Ser Ala Asp. Lys Asn Trp Ala Tyr Lys Tyr 

275 280 285 

Leu Leu Gly Leu He Lys Ser Ser Pro Thr Phe Leu Pro Thr Glu Asp 

290 .< 295 300 

Ser Asp Phe Leu Met Ser Leu Asp Leu Glu Ser Arg Asp Gin Ala .Trp 
305 310 315 320 

Ser Pro Lys Thr Cys Asp He Val He Glu Gly Ser Gin Ser Pro Thr 

325 330 335 

Ser Pro Ala Ser Ser Ser Pro Lys Pro Gly Ser Lys Ala Gly Ser Gin 
340 345 350 - 

Glu Ala Glu Val Gly Ser Asp Gly Glu Arg Val Ala Gin Thr Pro Asp 

355 360 365 

Ser Ser Asp Gly Gly Leu Ser Pro Ser Gly Glu Asp Glu Asp Glu Asp 

370 375 380 

Gin Leu Met Tyr Arg Leu Ser Tyr Gin Val Gin Gly Pro Arg Pro Val 
385 390 395 400 

Leu Gly Gly Ser Phe Leu Gly Pro Pro Leu Pro Gly Ala Ser He Gin 

405 410 415 

Leu Pro Ser Cys Leu Val Leu Asn Ser Leu Gin Gin Glu Leu Gin Lys 

420 425 430 

Asp Lys Glu Ala Met Ala Leu Ala Asn Ser Val Gin Gly Cys Leu He 

435 440 445 

Arg Lys Cys Leu Phe Arg Asp Gly Lys Gly Gly Val Phe Val Cys Ser 

450 455 1 460 . 

His Gly Arg Ala Lys Met Glu Gly Asn He Phe Arg Asn Leu Thr Tyr 
465 470 475 480 

Ala Val Arg Cys He His Asn Ser Lys He He Met Leu Arg Asn Asp 

485 490 495 

lie Tyr Arg Cys Arg Ala Ser Gly. He Phe Leu Arg Leu Glu Gly Gly 

500 > 505 510 

Gly Leu He Ala Gly Asn Asn He Tyr His Asn Ala Glu Ala Gly Val 

515 520 525 

Asp He Arg Lys Lys Ser Asn Pro Leu Gin He Gly Asn Pro Arg Ala 

530 535 540 

Glu Phe Leu Ala Ser Arg Ala 
545 550 

<210> 4821 

<211> 585 

<212> DNA 

<213> Homo sapiens 

<400> 4821 

ggccgcgtgg aggtgctgac cgatgccgga ggttgggtgc tgattgaccg gagcggccgt 
60 

cactttggta caatcctcaa ttacctgcgg gatgggtctg tgccactgcc ggagagtacg 
120 

agagaactgg gggagctgct gggcgaagca cgctactacc tggtgcaggg cctgattgag 
180 

gactgccagc tggcgctgca gcaaaaaagg gagacgctgt ccccgctgtg cctcatcccc 
240 
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ttggggggct catttctggg cccacctcta ccaggagcat ccattcagct gcccagctgc 
1260 

ctagtgctga actcactgca gcaggagctg cagaaggata aggaggccat ggcactggcc 
1320 

aactccgtgc agggctgcct catccgcaag tgcctcttcc gggacgggaa gggaggcgtc 
1380 

ttcgtctgct cccacggcag agccaagatg gaaggaaaca tcttccggaa cctgacttac 
1440 

gcagtgcggt gtatacataa tagcaagatc atcatgctca ggaacgacat ttaccgctgc 
1500 

cgagcgtcag gcatctttct tcgcttggag ggcggtggct tgattgccgg caacaacatt 
1560 

taccacaatg cagaggctgg tgtagacatc cggaaaaagt ccaacccact tcagattggt 
1620 

aaccctcgtg ccgaattctt ggcctcgagg gccaa 
1655 

<210> 4820 
<211> 551 
<212> PRT 

<213> Homo sapiens 



<400> 4820 



Arg 


Pro 


Arg 


Pro 


Gly 


Leu 


Arg 


Gly 


Gly 


Arg 


Ala 


Pro 


Cys 


Glu 


Val 


Thr 


1 








5 










10 










15 




Met 


Glu 


Ala 


Gly 


Gly 


Leu 


Pro 


Leu 


Glu 


Leu 


Trp 


Arg 


Met 


He 


Leu 


Ala 








20 










25 










30 






Tyr 


Leu 


His 


Leu 


Pro 


Asp 


Leu 


Gly 


Arg 


Cys 


Ser 


Leu 


Val 


Cys 


Arg 


Ala 






35 










40 










45 








Trp 


Tyr 


Glu 


Leu 


He 


Leu 


Ser 


Leu 


Asp 


Ser 


Thr 


Arg 


Trp Arg Gin 


Leu 




50 










55 










60 










Cys 


Leu 


Gly 


Cys 


Thr 


Glu 


Cys 


Arg 


His 


Pro 


Asn 


Trp 


Pro 


Asn 


Gin 


Pro 


65 










70 










75 










80 


Asp 


Val 


Glu 


Pro 


Giu 


Ser 


Trp 


Arg 


Glu 


Ala 


Phe 


Lys 


Gin 


His 


Ty r 


Leu 










85 










90 










95 




Ala 


Ser 


Lys 


Thr 


Trp 


Thr 


Lys 


Asn 


Ala 


Leu Asp 


Leu 


Glu 


Ser 


Ser 


He 








100 










105 










110 






Cys 


Phe 


Ser 


Leu 


Phe 


Arg 


Arg 


Arg 


Arg 


Glu 


Arg 


Arg 


Thr 


Leu 


Ser 


Val 






115 










120 










125 








Gly 


Pro 


Gly 


Arg 


Glu 


Phe 


Asp 


Ser 


Leu 


Gly Ser Ala 


Leu 


Ala 


Met 


Ala 




130 










135 










140 










Ser 


Leu 


Tyr 


Asp 


Arg 


He 


Val 


Leu 


Phe 


Pro Gly Val 


Tyr 


Glu 


Glu 


Gin 


145 










150 










155 










160 


Gly 


Glu 


lie 


He 


Leu 


Lys 


Val 


Pro 


Val 


Glu 


He 


Val 


Gly Gin 


Gly Lys 










165 










170 










175 




Leu 


Gly 


Glu 


Val 


Ala 


Leu 


Leu 


Ala 


Ser 


He 


Asp 


Gin 


His 


Cys 


Ser 


Thr 








180 










185 










190 






Thr 


Arg 


Leu 


Cys 


Asn 


Leu 


val 


Phe 


Thr 


Pro 


Ala 


Trp 


Phe 


Ser 


Pro 


He 






195 










200 










205 








Met 


Tyr 


Lys 


Thr 


Thr 


Ser 


Gly 


His 


Val 


Gin 


Phe 


Asp 


Asn 


Cys 


Asn 


Phe 




210 










215 










220 










Glu 


Asn 


Gly 


His 


He 


Gin 


Val 


His 


Gly 


Pro Gly Thr 


Cys 


Gin 


Val 


Lys 


225 










230 










235 










240 


Phe 


Cys 


Thr 


Phe 


Lys 


Asn 


Thr 


His 


He 


Phe 


Leu 


His 


Asn 


Val 


Pro 


Leu 
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85 90 95 

Gly Lys lie Asp Thr Met Lys Lys Phe Lys Ser Leu Leu lie Gin Glu 

100 105 HO' 

Leu Ser Lys Val Phe Pro Glu Asp Met Ala Lys .Tyr Arg Ser lie Arg 

115 120 125 

Gly Glu Asp His Pro Pro Ser 
130 135 

<210> 4819 

<211> 1655 

<212> DNA 

<213> Homo sapiens 

<400> 4819 

cggccgcggc ccggactccg cggtgggcga gcgccctgtg aggtgaccat ggaggctggt 
60 

ggcctcccct" tggagctgtg gcgcatgatc ttagcctact tgcaccttcc cgacctgggc 
120 

cgctgcagcc tggtatgcag ggcctggtat gaactgatcc tcagtctcga cagcacccgc 
180 

tggcggcagc tgtgtctggg ttgcaccgag tgccgccatc ccaattggcc caaccagcca 
240 

gatgtggagc ctgagtcttg gagagaagcc ttcaagcagc attaccttgc atccaagaca 
300 , 
tggaccaaga atgccttgga cttggagtct tccatctgct tttctctatt ccgccggagg 
360 

agggaacgac gtaccctgag tgttgggcca ggccgtgagt ttgacagcct gggcagtgcc 
420 

.ttggccatgg ccagcctgta tgaccgaatt gtgctcttcc caggtgtgta cgaagagcaa 
480 

ggtgaaatca tcttgaaggt gcctgtggag attgtagggc aggggaagtt gggtgaagtg 
540 

gccctgctgg ccagcattga tcagcactgc tcaaccacac gcctgtgcaa cctcgtcttc 
600- 

acgccagcct ggttctcacc catcatgtat aagacaacat caggtcacgt ccagtttgac 
660 , 
aactgcaact ttgagaacgg gcacatccag gtccatggcc cgggtacttg ccaagtgaag 
720 

ttctgtacct tcaaaaacac ccatatcttc ctgcacaacg tgcccctgtg tgtcctggaa 
780 

aactgtgaat ttgtgggcag tgaaaacaac tctgtgactg ttgagggtca cccatctgcg 
840 

gataagaact gggcctacaa gtatctacta gggcttatca agtcctcacc cacttttctc 
900 

cccacagagg actctgactt tttaatgtcc ctggacctag agagccggga ccaggcctgg 
960 

agcccaaaga cctgtgacat tgttatcgag ggcagccaga gccctaccag cccagcttct 
1020 

agctccccaa agccaggctc caaggctggc tcacaggagg cagaggtggg tagtgatggt 
1080 

gaaagggtgg cccagacccc ggacagcagc gatggaggcc tgagtcccag cggtgaggat 
114 0 

gaagatgagg accagctgat gtacagacta tcctaccaag tgcagggccc acgccctgta 
1200 
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99^99999^° gggccgaggc gatggcggag aagtttgacc acctagagga gcacctggag 
120 

aagttcgtgg agaacattcg gcagctcggc atcatcgtca gtgacttcca gcccagcagc 
180 

caggccgggc tcaaccaaaa gctgaatttt attgttactg gcttacagga tattgacaag 
240 

tgcagacagc agcttcatga tattactgta ccgttagaag tttttgaata tatagatcaa 
300 

ggtcgaaatc cccagctcta caccaaagag tgcctggaga gggctctagc taaaaatgag 
360 

caagttaaag gcaagatcga caccatgaag aaatttaaaa gcctgttgat tcaagaactt 
420 

tctaaagtat ttccggaaga catggctaag tatcgaagca tccgggggga ggatcacccg 
480 

ccttcttaac cagctcaccc tccctgtgtg aagatccccc gggactgcga tgcggcgtga 
540 

ggctgggact gcgagtgctg acgccacctt cctgctgagg tgggactggg ccctggacac 
600 

acccctcagc ccctctgtcc tcattgtttg gcctcatggg accgaggggc tggaggagag 
660 

gcggagctgt gccccagctg ttccagcagc ttgtctggcg tcaactggct ttcagagtgc 
720 

tgacccctca tcactgtggg gatcattctc tctgagggca gatgaggcgc aggaaaatag 
780 

tcttggaaat gttaaatatg atgggtaaat taaaagtttt acaacattct acctaatatt 
840 

tttcttttaa catacttttt ctgttctatt gtattatggt gtccgaaagc taaataacga 
900, 

ctaggaaaaa tttttttaaa aaaagaaaaa tcagtttaat gtgggaagta cttaagtggt 
960 " 

attatatttt acattttcaa gtatagtgca taaagaatgt tttaaatgta actgttttca 
1020 

tggatttcaa ttaga,catgc ctataataaa ctaagtatgt ggcttaaaaa aaaaaaaaaa 
1080 

aaaaaaaaaa aaaaaaaaaa aaaaaa 
1106 

<210> 4818 
<211> 135 
<212> PRT 

<213> Homo sapiens 
<400> 4818 

Met Ala Glu Lys Phe Asp His Leu Glu Glu His Leu Glu Lys Phe Val 

1 5 10 15 

Glu Asn lie Arg Gin Leu Gly lie lie Val Ser Asp Phe Gin Pro Ser 

20 25 30 

Ser Gin Ala Gly Leu Asn Gin Lys Leu Asn Phe lie Val Thr Gly Leu 

35 40 .45 

Gin Asp lie Asp Lys Cys Arg Gin Gin Leu His Asp lie Thr Val Pro 

50 55 60 

Leu Glu Val Phe Glu Tyr lie Asp Gin Gly Arg Asn Pro Gin Leu Tyr 
65 ,70 75 80 

Thr Lys Glu Cys Leu Glu Arg Ala Leu Ala Lys Asn Glu Gin Val Lys 
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<210> 4815 

<211> 528 

<212> DNA 

<213> Homo sapiens 

<400> 4815 

nngcgcgcca ggagctctgc attgaaggca ctggggtaaa gtgaatgccg aagacagaag 
60 

atttggatga tacaccactg actttctttg tttggaatac acgttatgaa ccctttctgg 
120 

agcatgtcta caagctctgt acgcaaacga tctgaaggtg aagagaagac attaacaggg 
180 . 

gacgtgaaaa ccagtcctcc acgaactgca ccaaagaaac agctaccttc tattcccaaa 
.240 

aatgctttgc ccataactaa gcctacatca cctgccccag cagcacagtc aacaaatggc 
300 

acccatgcct cttacggacc cttctacctg gaatattcac tccttgcaga atttaccttg 
360 

gttgtgaagc agaagctacc aggcgtctat gtgcagccat cttatcgctc tgcattaatg 
'420 

tagtttggag taatattcat acggcatgga ctttaccaag atggcgtatt taagtttaca 
480 

gtttacatcc ctgataacta tccagatggt gactgtccac gcttggtg 
528 

<210> 4816 
<211> 105 
<212> PRT 

<213> Homo sapiens 

<400> 4816 * * . 

Met Asn Pro Phe Trp Ser Met Ser Thr Ser Ser Val Arg Lys Arg Ser 

1 5 10 /15 

Glu Gly Glu Glu Lys Thr Leu Thr Gly Asp Val Lys Thr Ser Pro Pro 

20 25 30 

Arg Thr Ala Pro Lys Lys Gin Leu Pro Ser lie Pro Lys Asn Ala Leu 
35 40 45 

■ Pro He Thr Lys Pro Thr Ser Pro Ala Pro Ala Ala Gin Ser Thr Asn 
50 55 60 

Gly Thr His Ala Ser Tyr Gly" Pro Phe Tyr Leu Glu Tyr Ser Leu Leu 
65 70 75 80 

Ala Glu Phe Thr Leu Val Val Lys Gin Lys Leu Pro Gly Val Tyr Val 

85 90 95 

Gin Pro Ser Tyr Arg Ser Ala Leu Met 
100 105 

<210> 4817 

<211> H06 

<212> DNA 

<213> Homo sapiens 

<40"0> 4817 

nntgatcagg aagcgggagc gtagggccac gcctgcggcg ctgctggttg aggctgtgtg 
60 
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245 250 255 

Ala Lys Lys Val His Gin Val Thr Met Thr Gin Pro Lys Arg Thr Phe 

260 265 270 

Thr Thr Val Arg Thr Pro Lys Asp lie Ala Ser Glu Asn Ser lie Ser 

275 280 285 

Arg Leu Leu Phe Cys Cys Trp Phe Pro Trp Met Leu Arg Ala Glu Met 

290 295 300 

Gin Ser 
305 

<210> 4813 

<211> 400 

<212> DNA 

<213> Homo sapiens 

<400> 4813 

tggccacact tacccaacag gtaggaggta cagggaggat taaactgaac gcggttcctg 
60 

gtgggtgtcc tgcacatgct gctgtctcct tggggctctg cacctgccct cctgtctgcc 
120 

agtgactgtg ggtgggaaag gaggccgtgg tggctgcagc tttcctctgc aaacctccac 
180 

ctcgcccaca gggcttggct tttcctccag ctgtccagga aaccaccatc atgattgtta 
240 

aacacagatt tgaacattca cgaagaaact tccagggtga gccaaaccct cttcctcccc 
300 

actgcacctc caagcagcct tcctgaaagg gaaaagagta cagacctgcc ctctggggac 
360 

ccctgtgccc tgccatgacc agcctttccc cttcacgcgt 
400 

<210>4814 . 
<211> 125 
<212> PRT 

<213> Homo sapiens 
<400> 4814 



Met 


Ala 


Gly 


His 


Arg 


Gly 


Pro 


Gin 


Arg 


Ala 


Gly Leu Tyr 


Ser 


Phe 


Pro 


l 








5 










10 






15 




Phe 


Gin 


Glu 


Gly 


Cys 


Leu 


Glu 


Val 


Gin 


Trp 


Gly Gly Arg 


Gly 


Phe 


Gly 








20 










25 






30 






Ser 


Pro 


Trp 


Lys 


Phe 


Leu 


Arg 


Glu 


Cys 


Ser 


Asn Leu Cys 


Leu 


Thr 


lie 






35 










40 






45 








Met 


Met 


Val 


Val 


Ser 


Trp 


Thr 


Ala 


Gly 


Gly 


Lys Ala Lys 


Pro 


Cys 


Gly 




50 










55 








60 








'Arg 


Gly 


Gly 


Gly 


Leu 


Gin 


Arg 


Lys 


Ala 


Ala 


Ala Thr Thr 


Ala 


Ser 


Phe 


65 










70 










75 






80 


Pro 


Thr 


His 


Ser 


His 


Trp 


Gin 


Thr 


Gly 


Gly 


Gin Val Gin 


Ser 


Pro 


Lys 










85 










90 






95 




Glu 


Thr 


Ala 


Ala 


Cys 


Ala 


Gly 


His 


Pro 


Pro 


Gly Thr Ala 


Phe 


Ser 


Leu 








100 










105 






110 






lie 


Leu 


Pro 


Val 


Pro 


Pro 


Thr 


Cys 


Trp 


Val 


Ser Val Ala 












115 










120 






125 
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ctcccagaca cctcaagccc tattcacagg caccaggaaa ccccacacag gaattcccat 



2820 



ccctggaaac tggagaattt caatgccccg agtc.catggg tttcaagaca ccaaattcca 



2880 



agagccccag ccctaaggga accccaaatc ctaaagcctc catctctaat aaatggaagg 



2940 



ccccaaggcc ctgaggggat ctcaaatcct ggaaccccga tttcaatcta cgttctagtc 



3000 



actggcctca aaggacccca cagcacctgg gccagaccaa cagctcgagg gagaacctga 



3060 

aggcccaggg ggtccagggc ggacctgggg ccccgaccac caaggacagc tcacgactgc 
3120 

cccttcactg catgtcccca aactcagcat gactcctgtc ctcttcaata aagacgtttc 
3180 

tatggccaaa aaaaaaaaaa aaaaaaa 
3207 

<210> 4812 

<211> 306 

<212> PRT 

<213> Homo sapiens 

<400> 4812 

Met Asp Met Ser Leu Asp Lys Ala Glu Ala Ala Leu Val Ala Lys Glu 

1 5 10 15 

Leu Arg Thr Leu Leu Glu Glu Ala Val Pro Leu Ser Cys Ala Leu Pro 

20 25 ' 30 

Lys val Thr Leu Pro Asn Tyr Asp Asn Val Pro Gly Asn Leu Met Leu 

35 40 ' ■ 45 

Ser Ala Leu Gly Leu Arg Leu Gly Asp Arg Val. Leu Leu Asp Gly Gin 

50 55 60 

Lys Thr Gly Thr Leu Arg Phe Cys Gly Thr Thr Glu Phe Ala Ser Gly 

65 70 " a !? 

Ser Trp Val Gly Val Glu Leu Asp Glu Pro Glu Gly Lys Asn Asp Gly 

85 90 95 

Ser Val Gly Gly Val Arg Tyr Phe lie Cys Pro Pro Lys Gin Gly .Leu 

100 105 HO 

Phe Ala Ser Val Ser Lys lie Ser Lys Ala Val Asp Ala Pro Pro Ser 

115 120 125 

Ser Val Thr Ser Thr Pro Gly Pro Pro Arg Met Asp Phe Ser Arg Val 

130 135 140 

Thr Gly Lys Gly Arg Arg Glu His Lys Gly Lys, Lys Lys Thr Pro Ser 

145 150 155 160 

Ser Pro Ser Leu Gly Ser Leu Gin Gin Arg Asp Gly Ala Lys Ala Glu 

165 . 170 175. 

Val Gly Asp Gin Val Leu Val Ala Gly Gin Lys Gin Gly He Val Arg 

180 185 190 

Phe Tyr Gly Lys Thr Asp Phe Ala Pro Gly Tyr Trp Tyr Gly He Glu 

!95 200 205 

Leu Asp Gin Pro Thr Gly Lys His Asp Gly Ser- Val Phe Gly Val Arg 

210 215 220 

Tyr Phe Thr Cys Pro Pro Arg His Gly Val Phe Ala Pro Ala Ser Arg 

225 230 235 240 

He Gin Arg lie Gly Gly Ser Thr Asp Ser Pro Gly Asp Ser Val Gly 
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gcacccccct cctctgtcac ctccacaccc 
1200 

accggcaaag gccgcaggga acacaaaggc 
1260 

ggcagcttgc agcagcgtga cggggccaag 
1320 

ggccagaagc aggggatcgt gcgcttctac 
1380 

tatggcattg agctggacca gcccacaggc 
1440 

tacttcactt gccccccgag gcatggggtc 
1500 

ggcggatcca ctgattcccc cggggacagc 
1560 

atgacgcagc ccaaacgcac cttcaccaca 
1620 

aactccattt ccaggttgct gttctgctgc 
1680 

cagtcttaga ggccctggac acctgacaaa 
174 0 

acccgaggag ccctgagtca ccctgagata 
1800 

acccctgtta gccagccctc gatcattgag 
1860 

acccccaaat acagacccca tgtcacccag 
1920 

tagtccctat ccccaacccc tcagagcaga 
1980 

caaatgatgg tgaccctctc cacataatgc 
2040 

ccctggatca gaaacctccc cattaacaaa 
2100 

ataggtcaca cccccaaagc aaaagagtaa 
2160 

catcagtcct ctcaagatgt cgtgacccca 
.2220 

cctcaatcag agacttcctt cattaacaaa 
2280 

ccaccataac cagcccactg tcacccctaa 
2340 

ctaattacag gaccccccaa gtcttcctac 
2400 

ttgtatgaag cccaccccac atggcccaca 
2460 

tctctatttt ttaagtaacg acttccccct 
2520 

tctaggactc tggggatccc aaaccctaga 
2580 

caagtcctac agcccctaga agaccccaat 
2640 

aatcccaaat ccccagggaa tcccaaattt 
2700 

caatcatgag gtccttgtgc ctggtatgga 
2760 



ggaccccccc ggatggactt ctcccgtgtc 
aagaagaaga ccccatcatc cccatctctg 
gctgaggttg gagaccaggt ccttgtcgcg 
gggaagacag actttgcccc aggttactgg 
aagcatgatg gctctgtctt cggtgtccgg 
ttcgcaccag catcccgtat tcagaggatt 
gttggagcca aaaaagtgca tcaagtgaca 
gtccggaccc caaaggacat tgcatcagag 
tggttcccct ggatgctgag ggcggagatg 
gagacagagt ccccactagc atctcctgac 
gagattccca gtaacacatc cagagtagag 
gccccattat taacagatac tcccataata 
aaagagattc cctgagtagc accttcaggc 
ttcccagatt aacagatttc catatcaccc 
attacaacag aacattcttg aatcacccaa 
cactgcccct taagtcctct tgaaataaac 
cagacattca tgtcattgtt ccccatttaa 
tggtcaccct gaagccctta gattccaacc 
gacccttgtt cttatccctc aagaagaaac 
tttacagaca ccaaaacagt cctggaagtg 
cctctgcacc ctcaagaaac ccccagtgcc 
gctcctgtgc tggccagact cccagaaaat 
ttgggggacc ccaaaatttg gaggccccat 
gtacacacgt cccaaactcc cctgtgccct 
gccgtaactc ctaggacccc caaatcatgg 
gaaaatccaa tcccaagtcc ccaggaaacc 
ggagactgca gtcaggatat gcattccagg 



3991 



WO 00/58473 PCTAJSOO/08621 



50 55 60 

Ser Ser Ser Pro Arg Lys Ser Arg Ser Trp Gin Gly Ser Gly Pro Met 
65 70 75 80 

Trp Pro Gly Pro Gly Tyr Phe Pro Asp Leu Thr Ser Pro Thr Ala Gin 

85 90 95 

Pro Leu Gin Leu Leu Gly Ala Leu His Gly Cys Ser Phe Pro Pro Pro 

100 105 HO 

Leu Pro Ser Gly Gin Pro Cys Pro 
115 120 

<210> 4811 
<211> 3207 
<212> DNA 

<213> Homo sapiens 
<400> 4811 

nttagtctgc ccccacctct gcacccgccc ccggagggca cccgaggacc atgactatga 
60 . 

cagatcctgc ctcgatggcc ccgccacccc gagaagagga ggaagaagag gaggaggagg 
120 

atgaacccgt cccagaagcc cccagcccca cccaggagcg ccggcagaag cctgttgtgc 
180 

acccctcggc acctgccccc ctccctaagg actacgcttt taccttcttc gaccccaatg 
240 

acccggcgtg ccaggagatc ctgtttgacc ctcagaccac catccccgag ctgtttgcca 
300 

ttgtgcgcca gtgggtgccc caagtccagc acaagataga cgtcatcggc aatgagattc 
360 

tgcgccgagg ctgccatgtg aacgatcgtg acgggctgac cgacatgaca ctgctccact 
420 

atgcgtgcaa agctggggcc cacggagtcg gggacccgcg gcagcgtgcg cctctcgcag 
480 

cagctgctgg cgctgggcga gatgtgacgc tgcgtagcgc tggaccaaca tgaacgcgct 
540 

tcactacgcg gcctattttg atgtgcccga cctcgtgcgt gtgctgctga agggtgcgag . 
600 

gccgcgagtg gtgaactcca cgtgcagtga cttcaaccac ggctcagccc tgcacatcgc 
660 

tgcttccagc ctgtgcctgg gcgccgcaaa tgtttgctgg agcacggcgc caaccctgcg 
720 

ctgaggaatc gaaaaggaca ggtgccggcg gaggtggtcc cagatcctat ggacatgtcc 
780 

ctggacaagg cagaggcggc actggtggcc aaggagctgc ggacgcttct ggaagaggca 
840 

gtgccactat cttgcgccct ccccaaggtc acgctaccca actatgacaa cgtcccaggc 
900 

aatctcatgc ttagcgcact gggcttgcgc ctgggagacc gcgtgctgct ggatggccag 
960 

aagacgggca cactgcggtt ctgtgggacc acggagtttg ccagcggcag ttgggtgggc 
1020 

gtggagctgg acgaacctga gggcaagaac gatggcagcg ttgggggcgt tcggtacttc 
1080 

atctgccctc ccaagcaggg tctctttgcc tccgtgtcca agatctccaa ggcagtggac 
1140 
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<210> 4809 

<211> 999 

< 2 1 2 > DNA 

<213> Homo sapiens 

<400> 4809 

tccggagagg gccttgtcac attctcctac tccccaagtg aggcctccgt ccttctgttc 
60 

cccatgtgag gcctccatgg aatgaggagg ggtctgtccc agcagtgcct accctgcttc 
120 

tcctgtaaga gactgttccc tcctcccaca cttccttgag aagcacttgc ccctccagga 
180 

taacagcatc actgagcctg gggaacagac agtccctagt ccaagccctg gaggtaagaa 
240 

aggaggggcc ggccaggatg ctcagtgtgg tcagcatagg ccaggcccct gctaccttga 
300 

ccctgagggc cagagcacag gcggaactcg gacatagggc cacaggtgac tgcttaatga 
360 

caaccatgct agctcctggc aatgaggggt caggagcgtg tgtgaataat ggggcacctg 
420 

acccagggct ggggtacaga gggtgggggt tacaaatggt tcatctgtcg caggacacct 
480 

ggaggatgag gaaagagccc ccaggcaaac ccattctgtg agcaattccc atctgctgtc 
540 

tccaaatcct gtctagactc tgaccctgct ggccccttcc agggctccca gcctggttgc 
600 

cacagcggcc tcctaaccaa cacccctgcg gctctggtac cagcccacgc cagacagaga 
660 

agccagccat cattgctcct gtcttcctcc ccgagaaagt cgaggtcctg gcagggctca 
720 

gggcctatgt ggccaggccc tggatacttc' cctgacctca cctcccctac agcacagccc 
780 

cttcagctcc tgggggcttt gcacggctgc tcctttcctc cccctctgcc ctcaggccag 
840 

ccttgtccct gatcactacc ttcttcattt ctgtacctgg ctgacatctg tccttccccg 
900 

ccaactacaa ggtagacccc gggagggcag ggatggtgca ctgtgttcag ggtgcatttg 
960 

ccgccagtgg agggaggcac ccaggccact cccgccggc 
999 

<210> 4810 

<211> 120 

<212> PRT 

<213> Homo sapiens 

<400> 4810 

Gly Lys Ser Pro Gin Ala Asn Pro Phe Cys Glu Gin Phe Pro Ser Ala 

1 5' 10 15 

Val Ser Lys Ser Cys Leu Asp Ser Asp Pro Ala Gly Pro Phe Gin Gly 

20 25 30 

Ser Gin Pro Gly Cys His Ser Gly Leu Leu Thr Asn Thr Pro Ala Ala 

35 40 45 

Leu Val Pro Ala His Ala Arg Gin Arg Ser Gin Pro Ser Leu Leu Leu 
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agctctgttc tctcacacgt gtccggcctg ggctggctgg cctcctacct gccctccttc 
1080 

ctccgtgtgc ccaagtggat tattgccctc tacactagca agttctaacc ctcctggtct 
1140 

gacactacgt ctctgcttgt ctgagaagac aacgcgt 
1177 

<210> 4808 

<211> 313 

<212> PRT 

<213> Homo sapiens 

<400> 4808 

Met Ala Ala Pro Met Asn Gly Gin Val Cys Val Val Thr Gly Ala Ser 

1 '5 10 .15 

Arg Gly He Gly Arg Gly He Ala Leu Gin Leu Cys Lys Ala Gly Ala 

20 25 30 

Thr Val Tyr He Thr Gly Arg His Leu Asp Thr Leu Arg Val Val Ala 

35 40 45 

Gin Glu Ala Gin Ser Leu Gly Gly Gin Cys Val Pro Val. Val Cys Asp 

50 55 60 

Ser Ser Gin Glu Ser Glu Val Arg Ser Leu Phe Glu Gin Val Asp Arg 
65 70 75 80 

Glu Gin Gin Gly Arg Leu Asp Val Leu Val Asn Asn Ala Tyr Ala Gly 

85 90 95 

Val Gin Thr He Leu Asn Thr Arg Asn Lys Ala Phe Trp Glu Thr Pro 

100 105 HO 

Ala Ser Met Trp Asp Asp He Asn Asn Val Gly Leu Arg Gly His Tyr 

115 120 125 

Phe Cys Ser Val Tyr Gly Ala Arg Leu Met Val Pro Ala Gly Gin Gly 

1-30 135 140 

Leu He Val Val lie Ser Ser Pro Gly Ser Leu Gin Tyr Met Phe Asn 
145 150 155 160 

Val Pro Tyr Gly Val Gly Lys Ala Ala Cys Asp Lys Leu Ala Ala Asp 

165 170 175 

Cys Ala His Glu Leu Arg Arg His Gly Val Ser Cys Val Ser Leu Trp 

180 185 190 

Pro Gly He Val Gin Thr Glu Leu Leu Lys Glu His Met Ala Lys Glu 

195 " 200 205 

Glu Val Leu Gin Asp Pro Val Leu Lys Gin Phe Lys Ser Ala Phe Ser 

210 215 220 

Ser Ala Glu Thr Thr Glu Leu Ser Gly Lys Cys Val Val Ala Leu Ala 
225 230 235 240 

Thr Asp Pro Asn He Leu Ser Leu Ser Gly Lys Val Leu Pro Ser Cys 

245 250 255 

Asp Leu Ala Arg Arg Tyr Gly Leu Arg Asp Val Asp Gly Arg Pro Val 

260 265 270 

Gin Asp Tyr Leu Ser Leu Ser Ser Val Leu Ser His Val Ser Gly Leu 

275 280 285 

Gly Trp Leu Ala Ser Tyr Leu Pro Ser Phe Leu Arg Val Pro Lys Trp 

290 295 300 

He He Ala Leu Tyr Thr Ser Lys Phe 
305 310 



3988 



WO 00/58473 



PCT/US00/08621 









^4. n 










345 










350 






Glu 


Leu 


Phe 
355 


Asp 


Leu 


Asp 


Glu 


Thr 
360 


Phe 


Ser 


Ser 


Glu 


Lys 
365 


Ala 


Arg 


Leu 


Ala 


Gin 
370 


He 


Thr 


Asn 


Lys 


Cys 
375 


Thr 


Glu 


Glu 


Asp 


Leu 
380 


Glu 


Phe 


Tyr 


Val 


Arg 


Lys 


Cys 


Gly 


Asp 


lie 


Leu Gly Val 


Thr 


Ser 


Lys 


Leu 


Pro 


Lys 


Asp 


385 










390 










395 










400 


Gin 


Gin 


Asp 


Ala 


Lys 
405 


His 


He 


Leu 


Glu 


His 
410 


Val 


Phe 


Phe 


Gin 


val 
415 


Val 


Glu 


Phe 


Lys 


Lys 
420 


Leu 


Asn 


Gin 


Glu 


His 
425 


Asp 


He 


Asp 


Thr 


Ser 
430 


Glu 


Thr 


Ala 


Phe 


Gin 
435 


Asn 


Asn 


Phe 























<210> 4807 
<211> 1177 
<212> DNA 

<213> Homo sapiens 



<400> 4807 

ntgggactct gcccctctac ctcagcacag aatcgccccg ggtcctacta cagaatcaat 
60 

ccttgaacac tgcctccacg tcgccggctc aatctgggcg agaacccaga cttccaccgc 
120 

agccccgcaa tctgcagacc tcagcggcag cgcaggtggc agacctgcct cctttgcctg 
180 

tgagtcatgg cagctcccat gaatggccaa gtgtgtgtgg tgactggtgc ctccaggggt 
240 

attggccgtg gcattgcctt gcagctctgc aaagcaggcg ccacagttta catcactggc 
300 

cgccatctgg acacccttcg cgttgttgct caggaggcac aatccctcgg gggccaatgt 

360 I 

gtgcctgtg'g tgtgcgattc aagccaggag agtgaagtgc gaagcctgtt tgagcaagtg 

420 

gatcgggaac agcaagggcg tctagatgtg ctggtcaaca; atgcttatgc aggggtccag 
480 

acgatcctga acaccaggaa taaggcattc tgggaaaccc ctgcctccat gtgggatgat 
540 

atcaacaacg tcggactcag aggccactac ttttgctcag tgtatggggc acggctgatg 
600 

gtaccagctg gccaggggct catcgtggtc atctcctccc caggaagcct gcagtatatg 
660 

ttcaatgtcc cctatggtgt gggcaaagct gcgtgtgaca agctggctgc tgactgtgcc 
720 

cacgagctgc ggcgccatgg ggtcagctgt gtgtctctgt ggccggggat tgtgcagaca 
780 

gaactgctga aggagcatat ggcaaaggag gaggtcctgc aggatcctgt gttgaagcag 
840 

ttcaaatcag ccttctcatc tgcggaaacc acagaattga gtggcaaatg tgtggtggct 
900 

ttggcaacag atcccaatat cctgagcctg agtggtaagg tgctgccatc ctgtgacctt 
960 

gctcgacgct atggccttcg ggatgtggac ggccgccccg tccaagacta tttgtctttg 
1020 
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aatactcaga taggtataag atttttcaca aaatccttat gtaagataca ttccattttt 
1560 

aaaaattaaa tgtatggttg catctgtctt tttataccct aaaaaaaaaa aaaaaaaaa 
1619 

<210> 4806 
<211> 438 
<212> PRT 

<213> Homo sapiens 
<400> 4806 

Met Glu Lys Glu Leu Arg Ser Thr He Leu Phe Asn Ala Tyr Lys Lys 

1 5 10 15 

Glu He Phe Thr Thr Asn Asn Gly Tyr Lys Ser Met Gin Lys Lys Leu 

20 25 30 

Arg Ser Asn Trp Lys He Gin Ser Leu Lys Asp Glu He Thr Ser Glu 

35 40 45 

Lys Leu Asn Gly Val Lys Leu Trp lie Thr Ala Gly Pro Arg Glu Lys 

50 55 60 

Phe Thr Ala Ala Glu Phe Glu He Leu Lys Lys Tyr Leu Asp Thr Gly 
65 70 75 80 

Glv Asp Val Leu Val Met Leu Gly Glu Gly Gly Glu Ser Arg Phe Asp 

85 90 95 

Thr Asn He Asn Phe Leu Leu Glu Glu Tyr Gly He Met Val Asn Asn 

100 105 HO 

Asp Ala Val Val Arg Asn Val Tyr His Lys Tyr Phe His Pro Lys Glu 

115 120 125 

Ala Leu Val Ser Ser Gly Val Leu Asn Arg Glu He Ser Arg Ala Ala 

130 135 140 

Gly Lys Ala Val Leu Ala He He Asp Glu Glu Ser Ser Gly Asn Asn 
145 150 155 160 

Ala Gin Ala Leu Thr Phe Val Tyr Pro Phe Gly Ala Thr Leu Ser Val 

165 170 175 

Met Lys Pro Ala Val Ala Val Leu Ser Thr Gly Ser Val Cys Phe Pro 

180 185 190 

Leu Asn Arg Pro He Leu Ala Phe Tyr His Ser Lys Asn Gin Gly Gly 

195 200 205 

Lys Leu Ala Val Leu Gly Ser Cys His Met Phe Ser Asp Gin Tyr Leu 

210 215 220 

Asp Lys Glu Glu Asn Ser Lys He Met Asp Val Val Val Phe Gin Trp 
225 230 235 240 

Leu Thr Thr Gly Asp He His Leu Asn Gin He Asp Ala Glu Asp Pro 

245 250 255 

Glu He Ser Asp Tyr Met Met Leu Pro Tyr Thr Ala Thr Leu Ser Lys 

260 265 270 

Arg Asn Arg Glu Cys Leu Gin Glu Ser Asp Glu He Pro Arg Asp Phe 

275 280 285 

Thr Thr Leu Phe Asp Leu Ser He Phe Gin Leu Asp Thr Thr Ser Phe 

290 295 300 

His Ser Val He Glu Ala His Glu Gin Leu Asn Val Lys His Glu Pro 
' 305 310 315 320 

Leu Gin Leu He Gin Pro Gin Phe Glu Thr Pro Leu Pro Thr Leu Gin 

325 330 . 335 

Pro Ala Val Phe Pro Pro Ser Phe Arg Glu Leu Pro Pro Pro Pro Leu 
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<212> DNA 

<213> Homo sapiens 

<400> 4805 

ggccttggat acctggcccg ggatgctggg cggcgtcagg taaccatgga gaaagagctg 
60 

cggagtacca ttcttttcaa tgcctacaaa aaggagatat ttaccaccaa caatggctac 
120 

aaatccatgc agaaaaaact tcggagtaat tggaagattc agagcttaaa agatgaaatc 
180 

acatctgaga agttaaatgg agtaaaactg tggattacag ctgggccaag ggaaaaattt 
240 

actgcagctg agtttgaaat cctgaagaaa tatcttgaca ctggtgggga tgtccttgtg 
300 

atgctagggg aaggtggaga atccagattt gacaccaata ttaacttttt actagaagaa 
360 

tatggaatca tggttaataa tgatgctgtg gttagaaatg tatatcacaa atatttccat 
420 

cctaaagaag ctctagtttc cagtggagtc ttgaacaggg aaattagccg agctgcagga 
480 

aaggctgtgc tggcgatcat tgatgaggaa agcagtggaa acaatgccca ggctctcacc 
540 

tttgtgtatc cttttggtgc cacattgagt' gtcatgaaac cagcagtggc ggttctgtct 
600 

acaggttctg tctgcttccc acttaacaga cccattttgg ctttctatca ctcaaagaac 
660 

caaggtggga agctggcagt gcttggttca tgtcacatgt tcagtgatca atatttggac 
720 

aaagaagaaa acagcaaaat catggatgtt gttgttttcc agtggctcac gacaggagac 
780 

atccacctaa accagattga tgctgaggac ccagagattt ctgactacat gatgctgccc 
840 i 

tacacagcca ccctatcaaa gcggaatcga gagtgtctcc aggagagtga tgagatccca 
900 

agggacttta ccaccctctt cgacctgtcc atcttccagc tggataccac ctccttccac 
960 

agcgtcatcg aggctcacga gcagctaaat gtgaaacatg aaccactcca gctcatccag 
1020 

cctcagtttg agacgccgct gccaaccctt cagcctgcgg tttttcctcc cagtttccgg 
1080 

gagttaccac ctcctcctct ggagctattt gatttagatg aaacgttctc ctctgagaag 
1140 

gcacggctgg ctcagattac caataagtgt actgaagaag acctggaatt ttatgtcagg 
1200 

aagtgtggtg atattcttgg agtaaccagt aaactaccaa aggaccaaca ggatgccaaa 
1260 

catatccttg agcacgtctt cttccaagtg gtggagttca agaaattgaa ccaggaacat 
132 0 

gacatcgata caagtgaaac agcattccag aacaatttct gaagaccatg cctcttgaag 
1380 

ctttttctgc ctcctgattc tctctttgta aactattttc aaattgtttt tcaactcctt 
1440 

atcaaaattg tttatacact ctttcctcca tgagctctgg aaggtatatg catcttctgt 
1500 
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305 310 315 320 

Ala Met Gly Leu Leu Gly Pro Leu Asp Trp Leu Gly His Pro Pro Gin 

325, 330 33.5 

lie Ser Leu Phe Tyr He Phe Asn Phe Leu Lys Tyr Thr Leu Trp Pro 

340 345 350 

Cys Leu Val Leu Ala Leu Val Pro Trp Ala Val His Met Phe Ser Ala 

355 360 365 

Gin Glu Ala Pro Pro He His Ser Ser 
370 375 

<210> 4803 
<211> 564 
<212> DNA 

<213> Homo sapiens 
<400> 4803 

ggaaagccca ggacttagaa tcagcacact taggcactag cttataaaat attctgttgt 
60 

ataaaaaaag agagagagtg cctgtgtgca catgctgccc tgtacctagc cacatgactt 
120 

ccaaaacctg ctaatgcctg atttccatta cgtgctactc ctcaaatggc agcggcttct 
180 

gaatattaca gagatggtgt gctgtttgct tttctctttt gttgtagcat aaaactgttc 
240 

attttagctt agtgacattt gtcaagaata gcaacctttt tgcttccaag ggacttgaag 
300 

gaagttaaat ttagatgctt tcctctcttc ttattttgtg gaggtatttc ctgttcagta 
360 

gcaaatcagt tatagaatat attagcattg ttatatttta aactaatgac taatcatttc 
420 

agctttattc atactgttgc attttatatt tcacagggag caatagaaaa agtgaaagaa 
480 L ' 

agtgacaaac tagttgcaac aagtaaaatc accctacaag acaaacagaa catggtgaag 
540 

agagtcagca tcatgtctta cgcg 
564 

<210> 4804 
<2li> 53 
<212> PRT 

<213> Homo sapiens 
<400> 4804 

Met Thr Asn His Phe Ser Phe He His Thr Val Ala Phe Tyr He Ser 

1 .5 10 15 

Gin Gly Ala He Glu Lys Val Lys Glu Ser Asp Lys Leu Val Ala Thr 

20 25 30 

Ser Lys He Thr Leu Gin Asp Lys Gin Asn Met "Val Lys Arg Val Ser 

35 40 45 

He Met Ser Tyr Ala 
50 

<210> 4805 

<211> 1619 ' 



3984 



WO 00/58473 PCTAJS00/08621 



gcaccacctg gtcttagccc caaaga'tggg ccttctctct cccagataag ttggtcctcc 
1320 

ctctgccttt cctctcaagc ccccaaagag caaaggcaac agcaagacca gcgggttctt 
1380 

gcaacactgt gaggggcagc cagggcggcc ccaataaagc ccttgaatac tttgaaaaaa 

1440 

aaaaaaa 

1447 

<210> 4802 
<211> 377 
<212> PRT 

<213> Homo sapiens 



<400> 4802 



Leu Glu 


lie 


Arg 


Gly Ser 


Thr 


Leu 


Leu 


Arg 


Cys 


Leu 


Asp Ser Gly 


Pne 


1 






5 










10 








15 




Arg Pro Gly 


Ala 


Ser 


Arg Gly 


Leu 


Val 


Gly 


Ser 


Trp 


Ala Ala 


Met 


Glu 






20 










25 








30 






Ser Thr 


Leu 


Gly 


Ala 


Gly 


He 


Val 


lie 


Ala 


Glu 


Ala 


Leu Gin 


Asn 


(jin 




35 










40 










45 






Leu Ala 


Trp 


Leu 


Glu 


Asn 


Val 


Trp 


Leu 


Trp 


lie 


Thr 


Phe Leu Gly 


Asp 


50 










55 










60 








Pro Lys 


He 


Leu 


Phe 


Leu 


Phe 


Tyr 


Phe 


Pro 


Ala 


Ala 


Tyr Tyr 


Ala 


Ser 


65 








70 










75 








ft n 


Arg Arg Val 


Gly 


He 


Ala 


Val 


Leu 


Trp 


lie 


Ser 


Leu 


lie Thr 


Glu 


Trp 








85 










90 








95 




Leu Asn 


Leu 


He 


Phe 


Lys 


Trp 


Phe 


Leu 


Phe 


Gly Asp 


Arg Pro 


Phe 


Trp 






100 










105 








110 






Trp Val 


His 


Glu 


Ser 


Gly Tyr 


Tyr 


Ser 


Gin 


Ala 


Pro 


Ala Gin 


Val 


His 




115 










120 










125 






Gin Phe 


Pro 


Ser 


Ser 


Cys 


Glu 


Thr ; Gly 


Pro 


Gly 


Ser 


Pro Ser Gly 


His 


130 










135 










140 








Cys Met 


He 


Thr 


Gly Ala 


Ala 


Leu 


Trp 


Pro 


He 


Met 


Thr Ala 


Leu 


Ser 


145 








150 










155 








160 


Ser Gin 


Val 


Ala 


Thr 


Arg 


Ala 


Arg 


Ser 


Arg 


Trp 


Val 


Arg Val 


Met 


Pro 








165 










170 








175 




Ser Leu 


Ala 


Tyr 


Cys 


Thr 


Phe 


Leu 


Leu 


Ala 


Val 


Gly 


Leu Ser 


Arg 


He 






180 










185 








190 






Phe lie 


Leu 


Ala 


His 


Phe 


Pro 


His 


Gin 


Val 


Leu 


Ala 


Gly Leu 


He 


Thr 




195 










200 










205 






Gly Ala Val 


Leu 


Gly Trp 


Leu 


Met 


Thr 


Xaa 


Pro 


Glu 


Cys Leu 


Trp 


Ser 


210 










215 










220 








Gly Ser 


Xaa 


Ser 


Phe Tyr Gly 


Leu 


Thr 


Ala 


Leu 


Ala 


Leu Met 


Leu 


Gly 


225 








230 










235 








240 


Thr Ser 


Leu 


He 


Tyr 


Trp 


Thr 


Leu 


Phe 


Thr 


Leu Gly, 


Leu Asp 


Leu 


Ser 








245 










250 








255 




Trp Ser 


He 


Ser 


Leu 


Ala 


Phe 


Lys 


Trp 


Cys 


Glu 


Arg 


Pro Glu 


Trp 


He 






260 










265 








270 






His Val 


Asp 


Ser 


Arg 


Pro 


Phe 


Ala 


Ser 


Leu 


Ser 


Arg 


Asp Ser Gly 


Ala 




275 










280 










285 






Ala Leu Gly 


Leu 


Gly 


He 


Ala 


Leu 


His 


Ser 


Pro 


Cys 


Tyr Ala Gin 


Val 


290 










295 










300 








Arg Arg 


Ala 


Gin 


Leu Gly Asn 


Gly Gin 


Lys 


He 


Ala 


Cys Leu 


Val 


Leu 
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85 90 95 

Ala Gin Val His Gin Phe Pro Ser Ser Cys Glu Thr Gly Pro Gly Ser 

100 105 110 

Pro Ser Gly His Cys Met He 
115 

<210> 4801 

<211> 1447 

<212> DNA 

<213> Homo sapiens 

<400> 4801 

ttggagatca gagggtcgac gctgcttcgt tgcctggact ctggtttccg ccctggagca 
60 

agccggggcc tggtcggcag ctgggccgcc atggagtcca cgctgggcgc gggcatcgtg 
120 

atagccgagg cgctacagaa ccagctagcc tggctggaga acgtgtggct ctggatcacc 
180 

tttctgggcg atcccaagat cctctttctg ttctacttcc ccgcggccta ctacgcctcc 
240 

cgccgtgtgg gcatcgcggt gctctggatc agcctcatca ccgagtggct caacctcatc 
300 

ttcaagtggt ttctttttgg agacaggccc ttttggtggg tccatgagtc tggttactac 
360 

agccaggctc cagcccaggt tcaccagttc ccctcttctt gtgagactgg tccaggcagc 
420 

ccttctggac actgcatgat cacaggagca gccctctggc ccataatgac agccctgtct 
480 

tcgcaggtgg ccactcgggc ccgcagccgc tgggtaaggg tgatgcctag cctggcttat 
540 

tgcaccttcc ttttggcggt tggcttgtcg cgaatcttca ^tcttagcaca tttccctcac 
600 ! 

caggtgctgg ctggcctaat aactggcgct gtcctgggct ggctgatgac tnnccccgag 
660 

tgcctatgga gcgggagcnt aagcttctat gggttgactg cactggccct catgctaggc 
720 

accagcctca tctattggac cctctttaca ctgggcctgg atctttcttg gtccatcagc 
780 

ctagccttca agtggtgtga gcggcctgag tggatacacg tggatagccg gccctttgcc 
840 

tccctgagcc gtgactcagg ggctgccctg ggcctgggca ttgccttgca ctctccctgc 
900 

tatgcccagg tgcgtcgggc acagctggga aatggccaga agatagcctg ccttgtgctg 
960 

gccatggggc tgctgggccc cctggactgg ctgggccacc cccctcagat cagcctcttc 
1020 

tacattttca atttcctcaa gtacaccctc tggccatgcc tagtcctggc cctcgtgccc 
1080 

tgggcagtgc acatgttcag tgcccaggaa gcaccgccca tccactcttc ctgacttctt 
1140 

gtgtgcctcc ctttcctttc cctcccacaa agccaacact ctgtgaccac cacactccag 
1200 

gaggcagccc catccccttc cagcccctaa gtaggccctc ccctccctaa atctgcttcc 
1260 
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275 










280 










285 








LVS 

I 


His 


Arg 


Ser 


Arg 


Ser 


Arg 


Ser 


Arg 


Asn 


Ala 


Gly 


Lys 


Arg 


Ser 


Arg 




290 










295 










300 










Ser 


Arg 


Ser 


Lys 


Glu 


Lys 


Ser 


Ser 


Lys 


His 


Lys 


Asn 


Glu 


Ser 


Lys 


Glu 


305 










310 










315 










320 


Lys 


Ser 


Asn 


Lys 


Arg 


Ser 


Arg 


Ser 


Gly 


Ser 


Gin 


Gly 


Arg 


Thr Asp 


Ser 










325 










330 










335 




Val 


Glu 


Lys 


Ser 


Lys 


Lys 


Arg Glu 


His 


Ser 


Pro 


Ser 


Lys 


Glu 


Lys 


Ser 








340 










345 










350 






Arg 


Lys 


Arg 


Ser. 


Arg 


Ser 


Lys 


Glu 


Arg 


Ser 


.His 


Lys 


Arg 


Asp 


His 


Ser 






355 










360 










365 








Asp 


Ser 


Lys 


Asp 


Gin 


Ser 


Asp 


Lys 


His 


Asp 


Arg 


Arg 


Arg 


Ser 


Gin 


Ser 




370 










375 










380 










lie 


Glu 


Gin 


Glu 


Ser 


Gin 


Glu 


Lys 


Gin 


His 


Lys 


Asn 


Lys 


Asp 


Glu 


Thr 


385 










390 










395 










400 



Val 



<210> 4799 
<211> 358 
<212> DNA 

<213> Homo sapiens 
<400> 4799 

gctagcctgg ctggagaacg tgtggctctg 
60 

ctttctgttc tacttccccg cggcctacta 
120 

ctggatcagc ctcatcaccg agtggctcaa 
180 

cctccggcat cctggtcccc acccccgagg 
240 j 
aggccctttt ggtgggtcca tgagtctggt 
300 

cagttcccct cttcttgtga gactggtcca 
358 



gatcaccttt ctgggcgatc ccaagatcct 
cgcctcccgc cgtgtgggca tcgcggtgct 
cctcatcttc aagtggtgag acagagaagc 
gccctgagtc atgtgtttct ttttggagac 
tactacagcc aggctccagc ccaggttcac 
ggcagccctt ctggacactg catgatca 



<210> 4800 

<211> 119 

<212> PRT 

<213> Homo sapiens 



<400> 4800 

Ala Ser Leu Ala Gly Glu Arg Val 

1 5 
Ser Gin Asp Pro Leu Ser Val Leu 
20 

Pro Pro Cys Gly His Arg Gly Ala 

35 40 
Ala Gin Pro His Leu Gin Val Val 

50 55 
Trp Ser Pro Pro Pro Arg Ala Leu 
65 70 
Arg Pro Phe Trp Trp Val His Glu 



Ala Leu Asp His Leu Ser Gly Arg 

10 ' 15 

Leu Pro Arg Gly Leu Leu Arg Leu 
25 30 
Leu Asp Gin Pro His His Arg Val 
45 

Arg Gin Arg Ser Pro Pro Ala Ser 
60 

Ser His Val Phe Leu Phe Gly Asp 

75 80 
Ser Gly Tyr Tyr Ser Gin Ala Pro 
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aatggggaga gggtggggca gatgagtaga gaaacagatt caagcctcaa gcttccaaag 



2580 



catttttata aatggaaaat ccttaaatta tgaaacagct tgatatagtg tccttttttt 



2640 



aaaattcaga acttttttta ttgataatgg agattgctgt ttgagttttt aaacttaatc 



2700 



tagaacagag gagtattaaa agtaatgctg tgctgcatta tttaagacta tcagcaaatt 
2760 

atttgataga ttgttcttac aacttgtatt ctgattacag aaccatcatg agtgtggaat 
2820 

aaatactgga ttaaatcctt taaaaaaa 
2848 

<210> 4798 

<211> 401 

<212> PRT 

<213> Homo sapiens 

<400> 4798 

Met Gly Leu He Thr His Thr Asp Ser Pro Tyr He Arg Ala Leu Gly 

1 5 10 - 15 

Phe Met Tyr He Arg Tyr Thr Gin Pro Pro Thr Asp Leu Trp. Asp Trp 

20 25 30 

Phe Glu Ser Phe Leu Asp Asp Glu Glu Asp Leu Asp Val Lys Ala Gly 

35 40 45 

Gly Gly Cys Val Met Thr He- Gly Glu Met Leu Arg Ser Phe Leu Thr 

50 55 60 

Lys Leu Glu Trp Phe Ser Thr Leu Phe Pro Arg He Pro Val Pro Val 
65 70- 75 80 

Gin Lys Asn He Asp Gin Gin He Lys Thr Arg Pro Arg Lys lie Lys 

85, 90 95 

Lys Asp Gly Lys Glu Gly Ala Glu Glu He Asp Arg His Val Glu Arg 

100 105 HO 

Arg Arg Ser Arg Ser Pro Arg Arg Ser Leu Ser Pro Arg Arg Ser Pro 

115 120 125 

Arg Arg Ser Arg Ser Arg Ser His His Arg Glu Gly His Gly Ser Ser 

130 135 140 

Ser Phe Asp Arg Glu Leu Glu Arg Glu Lys Glu Arg Gin Arg Leu Glu 
145 150 155 160 

Arg Glu Ala Lys Glu Arg Glu Lys Glu Arg Arg Arg Ser Arg Ser lie 

165 170 175 

Asp Arg Gly Leu Glu Arg Arg Arg Ser Arg Ser Arg Glu Arg His Arg 

180 185 190 

Ser Arg Ser Arg Ser Arg Asp Arg Lys Gly Asp Arg Arg Asp Arg Asp 

195 200 205 

Arg Glu Arg Glu Lys Glu Asn Glu Arg Gly Arg Arg Arg Asp Arg Asp 

210 215 220 

Tyr Asp Lys Glu Arg Gly Asn Glu Arg Glu Lys Glu Arg Glu Arg Ser 
225 230 235 240 

Arg Glu Arg Ser Lys Glu Gin Arg Ser Arg Gly Glu Val Glu Glu Lys 

245 250 255 

Lys His Lys Glu Asp Lys Asp Asp Arg Arg His Arg Asp Asp Lys Arg 

260 265 270 

Asp Ser Lys Lys Glu Lys Lys His Ser Arg Ser Arg Ser Arg Glu Arg 
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tctagttttg acagagaatt agaaagagag aaagaacgcc agcgactaga gcgtgaagcc 
960 

aaagaaaggg agaaagaacg gcgaagatcc cgaagtattg accgggggtt agaacgcagg 
1020 

cgcagcagaa gtagggaaag gcatagaagt cgcagtcgaa gtcgtgatag gaaaggggat 
1080 

agaagggaca gggatcgaga aagagagaaa gaaaatgaga gaggtagaag acgagatcgt 
1140 

gactatgata aggaaagagg aaatgaacga gaaaaagaga gagagcgatc aagagaaagg 
1200 

tccaaggaac agagaagtag gggagaggta gaagagaaga aacataaaga agacaaagat 
1260 

gataggcggc acagagatga caaaagagat tccaagaaag agaaaaaaca cagtagaagc 
1320 

agaagcagag aaaggaaaca cagaagtagg agtcgaagta gaaatgcagg gaaacgaagt 
1380 

agaagtagaa gcaaagagaa atcaagtaaa cataaaaatg aaagtaaaga aaaatcaaat 
1440 

aaacgaagtc gaagtggcag tcaaggaaga actgacagtg ttgaaaaatc aaaaaaacgg 
1500 

gaacatagtc ccagcaaaga aaaatctaga aagcgtagta gaagcaaaga acgttcccac 
1560 

aaacgagatc acagtgatag taaggaccag tcagacaaac atgatcgtcg aaggagccaa 
1620 

agtatagaac aagagagcca agaaaaacag cataaaaaca aagatgagac tgtgtgaaaa 
1680 

tattttgtaa aagtggatca cattgaatcc tataaatgat taaatctgct tttttccccc 
1740 

acgttgagat tgtgcagtag ttcgcactcc tcaagctctc cctgtaggct gcattttcat 
1800 

ttcctctttc gtgtagggaa gtgcctttgt aattccattt attgcattgg tgttttcacc 
1860 ! 

caattgttaa gtttgataca tgatgcacag attgttcttg catttttatt gtttgttttt 
1920 

gaaatgtaca gtctgtacat atgtcctgaa aatgttttaa ttcctttggc atggttgcca 
1980 

tgttggttaa atttgtataa ggcaataaac tgccactaat ctatttttgt tttgtaggtg 
2040 

tgggattatg gtttgtgtac tgaagttagc atggctgtgc ttttcgtaat agaatgctaa 
2100 

agactttgag aatggatctt ggatgtctat tataggagaa gtatgtgctg ccaatgtaca 
2160 

agaaggcagc attgtaggat taacattctt gtctactgta tattatcttg gaaggctctt 
2220 

gttaatatgt tacacttaat attctccaca gttaccttta gagagaattt atgagaagtt 
2280 

agtttctgat gcagaggttt ttaggctgtg atttcatcaa aagtcctttt agcattctac 
2340 

ctcaaaggga cacttagtat gcctaaaatt tattcactta gttttccttt tttatttgaa 
2400 

aaaatacatg acatgtaatc tttttttctt gaattctttc tcagatttta aagtactata 
2460 

ttaaagaaaa aaattaatgt ctaaagccta gcattcttgc agaaccctat actaacatgt 
2520 
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405 










410 








415 




Pro Asp 


Gly 


His 


Val 


Gin 


Leu 


Cys 


Ser 


Lys 


m v fil n 

\ji y vji.ii 


Gin 


Arg 


Leu 


Glu 


420 










A *> C 
H Z O 








430 






Gin Arg 


Ala 


Cys 


Arg 


Arg 


Arg 


OCX 




Asp 


Ben Thr 


Gin 


Gin 


Arg 


Asn 


435 










440 








445 








Thr Asp 


Met 


Ser 


Pro 


Tyr 


Pro 


Gin 


Arg 


Pro 


Ala Gin 


Gly 


Leu 


val 


Trp 


450 










455 








460 










Ser Arg 


Ala 


Asp 


Pro 


Thr 


Thr 


Val 


Thr 


Asp 


Ser Asp 


Ala 


Asp 


He 


Thr 


465 








470 










475 








480 


Leu Gin 


Ala 


Tyr 


Pro 


Ser 


Gly 


Val 


Lys 


Ser 


Trp Gly 


Cys 


Pro 


Gin 


Glu 






485 










490 








495 




lie Ser 


Ser 


Leu 


Val 


Trp 


Leu 


Thr 


Lys 


Ala 


Met Leu 


Ala 


Leu Arg 


Gly 






500 










505 








510 






Gly Cys 


Ser 


Ser 


Ser 


Ser 


Ser 


Asp 


Ser 


Met 


Gly Arg 


Lys 


Ala 


Trp 


Val 


515 










520 








525 








Leu Phe 


Asn 


Pro 


Gin 


Gin 


Thr 


Thr 


Leu 


Arg 


Trp Ala 


Leu 









530 535 540 



<210> 4797 
<211> 2848 
<212> DNA 

<213> Homo sapiens 
<400> 4797 

ncctccctcc ttccttccgc cgcaacatgg ctaacaacag ccccgcgctg acaggcaact 
60 

cgcagccgca gcaccaggcg gctgcagctg cggctcagca acagcagcag tgcggcggcg 
120 

gcggcgctac caagccggcg gtctccggca agcagggcaa tgtgctcccg ctctggggca 
180 

acgagaagac catgaacctc aaccccatga tcctgaccaa catcctgtcg tcgccttact 
240 I 

tcaaagtaca gctctacgag ctcaagacct accacgaggt ggtggacgag atctacttta 
300 

aggtcacgca cgttgaacca tgggagaaag gaagcaggaa aacagcgggc cagacaggga 
360 

tgtgcggagg ggtaagtaga agttcgaggt gttggaacag gaggaattgt ttctacagca 
420 

ttttgcctgt tatacaaatt atttaccctg aagttaactc gaaagcaagt gatgggtctt 
480 

ataacacaca cagactctcc atatattaga gcgcttggat ttatgtatat aagatataca 
540 

cagcccccta cagatctgtg ggactggttt gaatccttcc ttgatgatga agaggactta 
600 

gatgtgaagg ctggtggagg ctgtgtaatg accattggag aaatgctacg atcttttctc 
660 

acaaaactgg agtggttttc taccttgttt ccaagaattc cagttccagt tcaaaagaat 
720 

attgatcaac agattaaaac ccgacctaga aaaatcaaga aagatgggaa ggaaggtgct 
780 

gaggaaatag acagacatgt tgaacgcaga cgttcaaggt ctccaaggag atctctgagt 
840 

ccacggaggt ccccaagaag gtcaagaagt agaagtcatc atcgggaggg ccatgggtct 
900 
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<213> Homo sapiens 
<400> 4796 

Val Ser Thr Ser Gly Gly lie lie Gly -Ser Leu Lys Leu Tyr Arg Val . 

15 10 15 

Ala Phe Arg Gly Glu Asp Phe His Leu Gin Met Gly Leu Gly Leu Leu 

20 25 30 

Val Glu Gin Ala Leu Val Ala Phe lie Ser Cys Gly Ser Arg Pro Ser 

35 - 40 45 

Gly Ser Ser Glu Leu Arg Ala Gin Ala Cys Thr Ala His Ser Ala Gly 

50 55 60 

Val Pro Gly Leu Ser lie Pro Thr Ser Ser Trp Leu Pro Leu Met Lys 
65 70 ' 75 80 

Gly Pro Pro Glu Val Ala Gin Ser Asn lie Gin Thr Gin Pro Val Asn 

85 90 95 

Arg Glu Met Asp Ala Ala Gly Phe Asp Phe Ser Leu Pro Cys Thr Gin 

100 105 110 

Lys Leu Thr Gin Asn Gly Thr Arg Ser Gin Trp Gly Leu Ser Leu Pro 

115 120 125 

Ala Leu Met Thr Glu Gly Ser Val Lys His Gly Leu Gly Asp Val Ser 

130 135 140 . 

lie Leu Lys Lys Thr Phe Ser Thr Arg Leu Gin Asn Ser Asp Trp Phe 
i45 150 155 160 

Leu Thr Thr Leu Lys Asp Cys Met Thr Leu His Pro Leu Glu Ala Ser 

165 170 175 

Pro Pro Gin Asp Lys Gin Pro Ser He Met Lys Asp Gin His Cys Met 

180 185 190 

Asn Trp Cys Leu Ala Pro Pro Glu Gly Asn Ala Asn Val Ala Phe Ser 

195 - 200 205 

Pro Tyr Gly Phe Leu Ala Trp Gly His Tyr He Ser Ala Met Asp Pro 

210 j 215 220 

Cys Thr Leu Leu Pro Leu Ala Gly Pro His Ala Gin Ala Pro Gin Gly 
225 230 . 235 240 

Val Ala Pro Lys Val Thr Thr Arg Gly Leu Gly Pro Ala Gly Ala Ser 

245 250 255 

Leu Trp Thr Val Tyr Glu Asp Ser Lys Arg Gin Gly Leu Ser Leu Glu 

260 265 270 

He Val Gin Gly Leu Gin Gly Gin Ala Gly Pro Glu Ser He Ser Pro 

275 280 285 

Val Val Thr Val Pro Gin Arg Gly He Arg Pro Phe Gly Lys Leu Asp 

290 295 300 

Arg Asn Thr Arg Met Ala Ser Leu Asp Cys Lys Ser Leu Glu Trp Gin 
305 " 310 315 320 

Pro Leu Ala He Leu Leu Glu Gin Lys Asn Met Ala Ala Asp Gly Pro 

325 330 335 

Val Leu Asn Ser Pro Glu Pro Lys Pro Ala Gin Gly Ser Cys Phe Leu 

340 345 350 

Leu Gin Arg Val Ala Ser Glu Val Leu Cys Ala Thr Val Pro Ala Arg 

355 360 365 

Gly lie Gin Gly Trp Pro Glu Pro Lys Pro Ser Pro Gly Ser Glu Leu 

370 375 380 

Ser Ala Leu Lys Ala His Glu Val Leu Gin He Met Leu Gly Leu Pro 
385 390 395 400 

Thr Glu Asp Met Leu Val Arg Lys Gin Ala Pro Gin Pro Leu Phe Leu 
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aggcttcaga actcagattg gtttctcacc actttgaaag actgcatgac tcttcaccca 

720 . 

ctagagg.cat cacctcccca ggacaaacag ccctccatca tgaaggacca acattgcatg 

780 

aactggtgct tggccccacc agagggaaat gcaaacgtgg catttagccc atatggcttt 
840 

cttgcatggg gtcactacat cagtgccatg gacccctgca ccctcttacc cttggcgggt 
900 

ccacatgccc aggcccccca gggtgtggcc ccaaaagtga caaccagagg attgggacca 
960 

gcaggagcat cactgtggac agtctatgag gacagtaaga gacagggcct gtccctggag 
1020 

attgtacagg gcttgcaagg acaggctggt cctgagagca tcagccctgt cgtgactgta 
1080 

ccccaaagag gcatcaggcc ctttgggaag ttggacagga acaccagaat ggccagcctt 
1140 

gactgcaagt ccctggagtg gcagcccctg gcaatacttc tggaacagaa aaacatggca 
1200 

gcagacgggc ccgtgctcaa ttcaccagag cccaagccag cccaaggcag ctgcttcctg 
1260 

ctacagagag tcgcttcaga agtgctttgt gctacagtcc ctgcccgtgg catccagggc 
1320 

tggccagagc ccaagccctc cccaggctca gagctctcag ccctcaaagc acacgaagtc 
1380 

ttacaaatca tgctgggctt acccactgag gacatgctgg tgagaaagca ggcaccacag 
1440 

cccctgttcc ttcctgatgg tcatgtgcag ctgtgctcca aaggacagca gaggttggaa 
1500 

cagagggcgt gtcggaggag atccagggac aacactcaac agaggaacac tgatatgtct 
1560 

ccatatcccc agcgcccagc ccagggcctg gtgtggagca gagcagaccc caccacggtt 
1620 

acagacagcg atgcagacat aacactacaa gcatatccat caggagtcaa gtcatggggc 
1680 

tgtccccagg aaatcagctc attagtgtgg ctgaccaagg ccatgctggc ccttagaggt 
1740 

ggctgctcca gctccagcag cgactctatg ggcaggaaag cctgggttct gttcaaccca 
1800 

cagcagacca cactcaggtg ggccctgtaa gtgagccctt tcttccaaaa tggccactgg 
1860 

atccaatttc tctcactggg aatcaaggca gcattggtag gtaacaaatg tgtgaacaga 
1920 

caaaccagct tctgagtaga atcctattac ataaaacctg acaagctgca gagggcatct 
1980 

ggtcacccat gtagttctat cagtgggcaa atccaagcac tctggagagg gacaagtact 
2040 

tgcctaatga ctgcaagact cccaacccag cactgtatcc aagcacacac cacaaccatg 
2100 

tcctcccaga ctcctgg 
2117 

<210> 4796 
<211> 541 
<212> PRT 
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tgtgcagagg gcccatgtga caatataaaa ggtcgacgcg gc 
1242 

<210> 4794 
<211> 118 . 
<212> PRT 

<213> Homo sapiens 
<400> 4794 



Met 


Glu 


Ala 


Cys 


Ala 


Pro 


Asp 


Cys 


Ala Gin His 


Asn 


Ser 


Trp 


Ala 


Ala 


l 






5 








10 








15 




Arg 


Val 


Gly 


Gin 


Gly Arg 


Ala 


Asn 


Asp Thr Phe 


Pro 


Leu 


Ala 


Lys 


Glu 






20 










25 






30 






Asp 


Thr 


Pro 


Glu 


Ala 


Lys 


Cys 


Ser 


Met Gin Gin Pro Gly 


He 


Gin 


Ala 




35 










40 






45 








Thr 


Ser 


Ser 


Val 


Ala 


Gly Arg 


Gin 


Pro Gly Ala 


Phe 


Ser 


Glu 


Glu 


Lys 




50 










55 






60 










Gly 


Pro 


val 


He 


He 


Pro 


Gin 


Met 


Leu Leu Glu 


Leu 


Trp 


Ala 


Gin Gly 


65 










70 






75 










80 


Asn 


Arg 


Pro 


He 


Met 


Val 


Leu 


Pro Glu Gly Leu 


His 


Leu 


Leu 


Tyr 


Thr 








85 








90 








95 




Arg 


His 


Lys 


He 


Arg 


Leu 


Pro 


Arg 


Glu Glu Pro 


Ser 


Asp 


Ser 


Val 


Gin 






100 










105 






110 






Arg 


Ala 


His 


Val 


Thr 


He 



















115 



<210> 4795 

<211> 2117 

<212> DNA 

<213> Homo sapiens 

<400> 4795 ! 

nnattgtttt cctgatttca ttaagttgtc tatttatatt cctttatatc tcactgagtc 
60 

tccttaagat cattatgtgg aattctcttt cagaaaactc atacattttc atttatttgg 
120 

ggtcagttag cagagaatta ttgttttccc ttggtagtat cacttttcct tgctttttct 
180 

tatttcttgt gtccctgcat aggtgtctcc acatctggtg gtataatcgg ctctctcaaa 
240 

ctttatagag tggctttcag aggggaagat tttcatctgc agatgggcct ggggcttttg 
300 

gttgagcagg ctctggtggc tttcatttca tgtgggtcca ggccctccgg cagcagtgaa ■ 
360 

ttgagagccc aggcctgcac ggcccacagt gcaggggtcc ccgggctctc catccccact 
420 

tccagttggc tacccctgat gaaggggcca cctgaggtgg ctcagagtaa tatccagacc 
480 

cagccagtga acagggagat ggatgctgcc ggctttgact tctcactgcc atgcactcaa 
540 

aagctaacac agaatggcac aaggagtcag tggggcctct ccctgccagc tctcatgacc 
600 

gagggcagtg taaaacatgg tttaggagat gtttctatcc tcaagaagac attcagcacc 
660 
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130 135 140 



Pro Thr Glu Trp Glu Lys val Leu Ala Trp Glu Lys He Phe Ser Asn 
Tyr Ala Ser Asp Lys Gly Leu lie Ser Ser lie Tyr Lys Glu Leu Lys 



165 



170 



Gin He Tyr 



<210> 4793 
<211> 1242 
<212> DNA 

<213> Homo sapiens 

caattgcl" taaacatgga cagaaaatcc tcctccccgt tgttcttaga acaagaataa 

caatgaagtt aaaagccacc tggaagggcc cctcctcacc cttggtctct caaattccat 

"tttagtcc tcctgaaggc ccacagcacc actgctgtca gccagcctct: tggcaggttg 

"aggtgact tcatttggta ccaacaacac agatgctttc caacatcata acaacctcac 

agatgccctt tttaatatct gcgtatgtta cgttatagag ctgtaccatg agttagtgtc 

tattttcgtc catttacatt gctataaagg attacctgag gctgggtaat taaagaggtt 

tacttggctc acggctctgc aggctgtaca agcagcacgg tgccagcgtc tgcttctggt 

gagggcctca ggctacttcc agcatggcag aaggcgaagg agagctagcg tgtgcagaga 

tcacatggca. acagaggaag aaggcagagg tgctctttaa caaccagttc ttccgagaga 

gttccacgtg gctggaactt cacaatcatg gcagaaggca cgtctgcgag gcatcctggg 

gctgcactgc tgatcctctt ctctctcccc tggccctgag tgctgccttc atgtggctca 

gcccttccgt ccttcaagcc ttcatcagct tcagggcagc cccgagtctg tgcccaggta 

cactggctaa aatgcagtgt cttccaaata gccatatctc attttaatca gggagcaatt 
780 

ccagcatgga agtccccatc atgctcctgc tggcaggtac aggtgccagt ttgtgacgga 

tgaaagcacc gacagcccac gcgtcttcat catggaggcc tgtgccccag actgtgccca 

gcacaacagc tgggcggcaa gggtgggcca gggtcgagca aatgacacgt tccctttggc 

taaggaagac accccagaag caaaatgctc catgcaacag ccaggcattc aggctacaag 

ctcggtggcg gggaggcagc cgggagcctt ctcagaggag aagggtcccg tgatcattcc 

acagatgctt ttagagctct gggctcaggg taaccgacca attacggtgc tgccagaggg 

cctgcattta ctatacacac gtcacaaaat caggcttccc cgggaggagc catcggactc 
1200 
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tcagttggat gcgggcagct gcctcgtggt 
3660 

acagggcaat catattgtgc ttttcactgt 
3720 

gcagggctgt tttcagggta ccactcggat 
3780 

agtgcttttt atgcagcaaa tcaaatatgt 
3840 

tgaggagccg taccaccagc ccatactcct 
3900 

tgtgggcggc ctgtaggact cggatgatgc 
3960 

gatgggccag gatcaggagc tctgtggtgc 
4020 

tcttatccaa caacttcatg cctaccaatg 
4080 

gaaatgtctg gctttcctct gttgggttga 
4140 

aagtaagcag ctcccgtgtc acctcttctg 
4200 

ggccctgtgt gctgatgaag gcctgggctc 
4260 

agattttccg gagcatggct tcaccatcct 
4320 

actccttggc aagatcatac agacagagga 
4380 

atttgcttgt cagcacttcc aggttagtta 
4440 

ccaggatcag gagctctgtg gtgcaagaaa 
4481 

<210> 4792 ! 

<211> 179 

<212> PRT 

<213> Homo sapiens 



<400> 4792 



Tyr 


Cys 


Tyr 


Lys 


Ser 


Arg 


His 


Leu 


1 








5 








Ser 


Lys 


lie 


Lys 


Leu 


His 


Thr 


Tyr 








20 










Asn 


Lys 


Asn 


Lys 


Gin 


Trp 


Gly 


Lys 






35 










40 


Trp Asp 


Asn 


Ser 


Leu 


Ala 


He 


Cys 




50 










55 




Pro 


Ser 


Arg 


Tyr 


Thr 


Lys 


He 


Asn 


65 










70 






lie 


Lys 


Pro 


Lys 


Ser 


He 


Lys 


Phe 










85 








lie 


Leu 


Asp 


He 


Ser 


Ala 


Gly 


Lys 








100 










Ala 


lie 


Thr 


Thr 


Lys 


Thr 


Lys 


He 






115 










120 


Asn 


Asn 


Phe 


Cys 


Thr 


Ala 


Lys 


Glu 



tctcgccaat ctcccggcac atgctgaagc 
ctccaggacg gcagcgtttg atgtagtcca 
ccaacttctt cctcattagc acttcaaagt 
atgtcatctc gttgtacctt ccaatgccag 
cactgggggc caggtggtta tctgtgagca 
cctccatgtg gcacgtcagg gtgaagcaat 
aagacagttc cccatgggga acggaggaaa 
tgcggtcttg acacagagtg gtcagctgaa 
acatctgctt atgtcctgtt ccctgtgatg 
ccacgagttc agccacagta tctggcttaa 
gtttgcatcg gtcaggctgc tgagaggcca 
gagcagcaac atctgtgtag gaacagccca 
cctgtcgaca gtagttcttc ccatggaggc 
ccacttcatt actggtgaag cacgtatggg 
gttccccatg g 



Ser 


Gin 


Trp 


Asn 


Arg 


He 


Glu 


His 




10 










15 




His 


His 


Leu 


He 


Val 


Asp 


Lys 


Ala 


25 










30 






Gly Thr 


Leu 


Phe 


Asn 


Lys 


Trp 


Cys 










45 








Arg 


He 


Val 


Lys 


Leu Asp 


Pro 


Tyr 








60 










Ser 


Arg 


Trp 


He 


Lys 


Asp 


Leu 


Asn 






75 










80 


Leu 


Glu 


Asp 


Asn 


Pro 


Gly 


Asn 


Ala 




90 










95 




Asp 


Leu 


Met 


Met 


Asn 


Thr 


Xaa 


Lys 


105 










110 






Asp 


Lys 


Trp 


Asp 


Leu 


He 


Lys 


Leu 










125 








Thr 


lie 


Asn 


Arg 


Val 


Asp 


Arg 


Gin 
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ccaagagata ctttttgaga gtatagaaca 
2040 

tctactaaat cttaataaat gcttgacata- 
2100 

aggtccttat gttgtcacca tagagcaaca 
2160 , 

ttggggacat tattttgtta tttagatacc 
2220 

ctatttattt ggagtaactg agcctgtaac 
2280 

ggaatcttta ttatgtcttc tcctaagcag 
2340 

attcccctaa gacagaaaga acaaaaaatg 
2400 

ggaacgtcaa agctctgtat acctactaag 
2460 

gagaaattaa caaaagtagt gactacacag 
2520 

ctttaaggca gacaagggct aagatttcct 
2580 

aaatctattt tattacagaa agatcagttt 
2640 

taactgtgta aataataatt aaatttcttt 
2700 

ttaatcatta ttggatcatc taaagtagaa 
2760 

ttaatactag tatctatata aaatggtgtg 
2820 

taaataggaa tttcctcctg aaaagtttct 
2880 

atatggtaca gtaccgggat tgttcaactt 
2940 

catcacatct gtcagaatct gctaacagta 
3000 

acctgctagc atgtccttta gacagcaacc 
3060 

aatttcataa aacttgtgtt cgtatgccaa 
3120 

tgtgagtaat ttcttcaggt tttccatgac 
3180 

tttggaaatc tcttcaaata tactggactt 
3240 

gtaattaaag tctcctttaa gaatcacttg 
3300 

aaaatcgtag gccctcagcc acaatagaag 
3360 

agtccatcag cttgtggcgg cccaagttga 
3420 

agtgaatctg cagagttatc aacttggtga 
3480 

aggagtcctt ggcataactc tctgctgcat 
3540 

gttgtttcag ctggtgccca tccttgaggc 
3600 



cagctcttgg gagtacagtt ctctacgttc 
gttacagctt taaaacatga gtgatttgcc 
aaggtatagg gctgccttcc tcttatttat 
aaggcctaat taattaagta cctataagaa 
tcaggtttat ggctgttaag tatagattgg 
tttaaccaaa tgtgtggtta gtgttttttt 
ttttaaattt ctcttatata ggaaataata 
tggaaaacaa gaccatcatc taagtgattt 
caataattac agtaaattaa ataaagattc 
tagcagtaat aatgacatac actgaattga 
ctaacaaatg aaaatgtatc acctgttcct 
gaaactggaa tctgcaggta caggtattct 
gctgtcctga ggaagaggaa gcttttgatc 
gatgaacaat catctaaaat caatctattt 
tacttgctac ctactaccca caaaggactg 
tagcaaagat ctccaatgca ttcttcttct 
caagaaaaca gacacctatg aaatcatcta 
tgtctgaggg tccttcagaa gcacatttac 
cttgtaatac aggtaaacat cttcacaata 
catgtcagta ggctgatgtt gtttatattt 
taataacctt tgctgcttaa attcttccaa 
ctggtacaaa atttcagccc aatctggaac 
cctggtagaa ccgaggtagg gccagaatac 
tgagcattgt gttctggcca gtgttcagaa 
gccgctgaca gtgctgggcc tgtcgcacac 
ccaacatcag agtcagggcc ttcagcagca 
tgtcctccca gggctgagac tcaatcaatt 
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acaacaaaaa caaaaattga caagtgggac ctaattaaac taaataactt ctgcacagca 
420 

aaagaaacta tcaacagagt agacagacaa cctacagaat gggagaaagt actggcatgg 
480 

gagaaaatat tttcaaacta tgcatctgac aaaggtctaa tatccagcat ctataaggaa 
540 

cttaaacaaa tttactaggg aaaaacagac aatcccatta aaaagtgggc aaaggacatg 
600 

aacagacact tctcaaaaga agacatacaa gcaatcaaca aanncgtgaa aaaatgctca 
660 

tcactaatca tcagagaaat gcaaatcaaa accacaataa tataccatct cacaccagtc 
720 

agtatggtta ttaccaaaaa gtcaaaaatt acacaatatg aaaagtcact atattatgcc 
780 

agttttttgg aagtcttagt tcgagatgtg tgtatttcat tggaaattga tgacttgaaa 
840 

aaaattacca attcactgac tgtgctttgc agtgaaaaac agaagcaaga aaagcaaagc 
900 

aaagccaaaa agaagaagaa aggtgtggtt cctggagggg gattaaaagc caccatgaaa 
960 

gatgatctgg cagattatgg tggttatgat ggaggatatg tacaagacta tgaagacttc 
1020 

atgtgacatt ttatcttttc ttggtgtcat ctttatgttg cccacaatcc cttgaacatg 
1080 

tagcacaact tcctttcctt tcagttctgc caaatgctac aatcagaagt gcagtatctt 
1140 

ttgtgctggt tatttaaccc cttgacactt aggtgctaat gtgcaaatga gggaacttgg 
1200 

atcttgctgc caaggggtta aaattgggaa cctaagttgc tactaaatca tagttcaaaa 
1260 

cctaataatg ttgtcgttgt tgctatctga tttcatagca gcagtcacta aattggaaac 
1320 | 

aaaaggttgc aacgtgacaa aaaaaattgt gtagtattta ccagcaccat tcagtaatac 
1380 

agccttaacc .atacctcctt gaactacttc ataacttgtc aagaaaagca gtttgcagca 
1440 

agggcatgtg gtgtgcacct agtattaaaa ttgctttgtc ttaaaattga acatgaggat 
1500 

attaaaaata cattgtgaag aagactgctt atctcagagt gaagatactg cggctgaaaa 
1560 

gcactagttt gatataaaat taaaatgacc aaaaccctcc aactttgaag ctaaagaagg 
1620 

taaacctttc cattattgca ttacatgttg tggaatctct cgagtgcaaa gactgtctag 
1680 

ttatttatca ggctatttct actgatgaac tgcttcaggt gggggaggga aacttatttt 

1740 

tatttgcctg atttaagtgt ctgagaaaca aatctttgtt ctcttaggct gcaatggaac 
, 1800 

aactttacca gggttttggc atttcctttc ctttccttta taaaacatgc tcagcaaact 
1860 

gcaccagtta actacagttt ggtaaattgt tatgttaaca attatgacat ctgcaatgtt 
1920 ' 

ttataaagca actaatttaa taaaatcact gttgtgagga cttaaatttt gtgttacctc 
1980 
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<213> Homo sapiens 



<400> 4790 

Met lie Phe Gly 

1 ■ 

He Leu Gly Phe 
20 

Pro Glu Glu Leu 
35 

Thr Phe Glu Leu 
50 

Val Asp Leu Pro 
65 

He Ala Thr Leu 

Thr His Trp Arg 
100 

He Val Ala Thr 
115 

Trp Pro Arg Ser 
130 

Trp Phe Leu Arg 
145 

Gin Arg Tyr Ala 

Lys Asp Ser Val 
180 

Leu Ser Leu Pro 
195 

Ala Asn Trp Glu 
210 

Gly He lie. Asn 

225 

lie 



Asp Leu Met Arg 
5 

Ala Ser Ala Phe 

Gly His Phe Tyr 
40 

Phe Leu Thr He 
55 

Phe Met Tyr Ser 
70 

Leu Met Leu Asn 
85 

Val Ala His Glu 

Thr Val Met Leu 
120 

Gly He Cys Gly 
135 

Val Glu Asp Arg 
150 

Gin Ala Phe His 
165 

Glu Lys Leu Glu 

Met Pro Ser Val 
. 200 

Arg Leu Arg Gin 
215 

Arg Gly Leu Glu 
230 



Phe. Cys Trp Leu 
10 

Tyr He lie Phe 
25 

Asp Tyr Pro Met 

He Asp Gly Pro 
60 

He Thr Tyr Ala 
75 

Leu Leu He Ala 
90 

Arg Asp Glu Leu 
105 

Glu Arg Lys Leu 

Arg Glu Tyr Gly 
140 

Gin Asp Leu Asn 
155 

Thr Arg Gly Ser 
170 

Leu Gly Cys Pro 
185 

Ser Arg Ser Thr 

Gly Thr Leu Arg 
220 

Asp Gly Glu Ser 
235 



Met Ala Val Val 
15 

Gin Thr Glu Asp 
30 

Ala Leu Phe Ser 
45 ' 

Ala Asn Tyr Asn 

Ala Phe Ala He 
80 

Met Met Gly Asp 
95 

Trp Arg Ala Gin 
110 

Pro Arg Cys Leu 
125 

Leu Gly Asp Arg 

Arg Gin Arg He 
160 

Glu Asp Leu Asp 
175 

Phe Ser Pro His 
190 

Ser Arg Ser Ser 
205 

Arg Asp Leu Arg 

Trp Glu Tyr Gin 
240 



<210> 4791 

<211> 4481 

<212> DNA 

<213> Homo sapiens 



<400> 4791 

nntgtacact aaccatgata 
60 

gaacactcaa aaataaagct 
120 

aacaaacaat ggggaaaagg 
180 

atatgcagaa tagtgaaact 
240 

tggattaaag acttaaatat 
300 

aatgccattc tggacataag 
360 



ctgttacaaa agcagacact 
gcacacttac caccatctga 
caccctattc aataaatggt 
ggacccctat ccttcacgat 
aaaacctaaa agtattaaat 
tgctggaaaa gacttaatga 



taagccaatg gaacagaata 
tcgtggacaa ggccaacaaa 
gctgggataa ttcgctagcc 
atacaaaaat caactcaaga 
tcctagaaga caacccagga 
tgaacaccnc caaagcaatt 



3970 



WO 00/58473 



PCT/US00/08621 



ttaaaaaatg tagaaaccct tttcagttca aaggccacac caaagcaggt caggtagatc 
120' 

tggtccacag gccatagata gccaatccct gtcccagagg gtggagctgt gagacttgtc 
180 

ggggtgagac ctgttagagg ctggatgggg caattgcttg gggaatgtgt gcagatgttc 
240 

tctgcctcct gctccttcta gatgattttt ggcgacctga tgcgattctg ctggctgatg 
300 

gctgtggtca tcctgggctt tgcttcagcc ttctatatca tcttccagac agaggacccc 
360 

gaggagctag gccacttcta cgactacccc atggccctgt tcagcacctt cgagctgttc 
420 

cttaccatca tcgatggccc agccaactac aacgtggacc tgcccttcat gtacagcatc 
480 

acctatgctg cctttgccat catcgccaca ctgctcatgc tcaacctcct cattgccatg 
540 

atgggcgaca ctcactggcg agtggcccat gagcgggatg agctgtggag ggcccagatt 
600 

gtggccacca cggtgatgct ggagcggaag ctgcctcgct gcctgtggcc tcgctccggg 
660 

atctgcggac gggagtatgg cctgggagac cgctggttcc tgcgggtgga agacaggcaa 
720 

gatctcaacc ggcagcggat ccaacgctac gcacaggcct tccacacccg gggctctgag 
780 

gatttggaca aagactcagt ggaaaaacta gagctgggct gtcccttcag cccccacctg 
840 

tcccttccta tgccctcagt gtctcgaagt acctcccgca gcagtgccaa ttgggaaagg 
900 

cttcggcaag ggaccctgag gagagacctg cgtgggataa tcaacagggg tctggaggac 
960 

ggggagagct gggaatatca gatctgactg cgtgttctca cttcgcttcc tggaacttgc 
1020 ! 

tctcattttc ctgggtgcat caaacaaaac aaaaaccaaa cacccagagg tctcatctcc 
1080 

caggccccag gggagaaaga ggagtagcat gaacgccaag gaatgtacgt tgagaatcac 
1140 

tgctccaggc ctgcattact ccttcagctc tggggcagag gaagcccagc ccaagcacgg 
1200 

ggctggcagg gcgtgaggaa ctctcctgtg gcctgctcat cacccttccg acaggagcac 
1260 

tgcatgtcag agcactttaa aaacaggcca gcctgcttgg gcgctcggtc tccaccccag 
1320 

ggtcataagt ggggagagag cccttcccag ggcacccagg caggtgcagg gaagtgcaga 
1380 

gcttgtggaa agcgtgtgag tgagggagac aggaacggct ctgggggtgg gaagtggggc 
1440 

taggtcttgc caactccatc ttcaataaag tcgttttcgg atccctaaaa aaaaaaaaaa 
1500 

aaaaaaaaaa aaccc 
1515 

<210> 4790 
<211> 241 
<212> PRT 
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gcagagccct gcctgaagga 
960 

ctgagatggg aatgagcccc 
1020 

tccatggcag agccttgact 
1080 

cataaaaggt ggctgtgggt 
1140 

ttgttgggga agggacccca 
1200 

aacaataaac acgtttccca 
1258 



ggaatccgtg agtaatcttc 
tacacagaat ggagtcctct 
ggatggaggt ggggagtgtg 
cgtcaggaat ctgcgccatc 
gtcctgcctt ccacccccca 
ctctgaaaaa aaaaaaaaaa 



aggtcctccg tgttctggag 
agcctaaaga tatcagctgt 
gtgtgtaaag tctctggcct 
ttcctggggc ttctgcgctg 
accaggcctg agactgatca 
aaaaaaaaaa aaaaaaaa 



<210> 4788 
<211> 197 
<212> PRT 

<213> Homo sapiens 



<400> 4788 



Met 


Lexr 


Val 


Leu 


Pro 


Ser 


Pro 


Cys 


1 








5 








Val 


Glu 


Thr 


Met 


Glu 


Gly 


Pro 


Pro 








20 










Pro Gly 


Pro 


Ser 


Ser 


Ser 


He 


Gly 






35 










40 


Arg 


Pro 


Asn 


His 


Tyr 


Leu 


Leu 


He 




50 










55 




Val 


Leu 


Val 


Asp 


Glu 


Glu 


Ser 


Gin 


65 










70 






Pro Gly Gin 


Lys 


Lys 


Cys 


Tyr 


Ser 






t . 




85 








Glu Tyr 


Met 


Ser 


Tyr 


Leu 


Gin 


Arg 








100 










Lys 


Pro 


Phe 


Glu 


Cys 


Asp 


He 


Cys 




115 










120 


His 


Leu 


Ala 


Arg 


His 


His 


Ser 


He 




130 










135 




His 


Gly Cys 


Pro 


Leu Cys 


Pro 


Arg 


145 










150 






Ala 


Gin 


His 


Ser 


Arg 


Val 


His 


Ser 










165 








His 


Cys 


Pro 


Arg 


Arg 


Phe 


Met 


Glu 








180 










Arg 


Trp 


Lys 


His 


Pro 









195 



Pro Gin Pro Leu Ala 


Phe 


Ser 


Ser 


10 




15 




Arg Arg Thr Cys Arg 


Ser 


Pro 


Glu 


25 


30 






Ser Pro Gin Ala Ser 


Ser 


Pro 


Pro 


45 








Asp Thr Gin Gly Val 


Pro 


Tyr 


Thr 


60 








Arg Glu Pro Gly Ala 


Ser 


Gly 


Ala 


75 






80 


Cys Pro Val Cys Ser 


Arg 


Val 


Phe 


90 , 




95 




His Ser He Thr His 


Ser 


Glu 


Val 


105 


110 






Gly Lys Ala Phe Lys 


Arg 


Ala 


Ser 


125 








His Leu Ala Gly Gly 


Gly 


Arg 


Pro 


140 








Arg Phe Arg Asp Ala 


Gly 


Glu 


Leu 


155 






160 


Gly Glu Arg Pro Phe 


Gin 


Cys 


Pro 


170 




175 




Gin Asn Thr Leu Gin 


Lys 


His 


Thr 


185 


190 







<210> 4789 

<211> 1515 

<212> DNA 

<213> Homo sapiens 

<400> 4789 

nnggttctgc aagccacaca tggcctcact gcatgttttt cttctttttt aacaatcctt 
60 
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195 

lie Thr Glu Glu 
210 

Val Ala Ser Val 
225 

Pro His Ser lie 

Glu Thr Asp Tyr 
260 

Ala Asp Pro Ser 
275 

Thr Ala Ala Pro 

- 2 90 
Ala Lys Glu Glu 
305 

Phe Asp 



200 

Thr Leu His Ser 
215 

Cys Leu Gin lie 
230 

lie Asn Gly Tyr 
24 5 

Thr Phe Pro Leu 

Ala Phe Val Ala 
280 

Ala Ala Ala Ala 
295 

Ser Glu Glu Ser 
310 : 



Arg Phe Leu Glu 
220 

Gly Tyr Pro Thr 
235 

Lys Arg Val Leu 
250 

Ala Glu Lys Val 
265 

Ala Ala Pro Val 

Ala Ala Ala Pro 
300 

Asp Glu Asp Met 
315 



205 

Gly Val Arg Asn 

Val Ala Ser Val 
240 

Ala Leu Ser Val 
255 

Lys Ala Phe Leu 
270 

Ala Ala Ala Thr 
285 

Ala Lys Val Glu 

Gly Phe Gly Leu 
320 



<210> 4787 

<211> 1258 

<212>, DNA 

<213> Homo sapiens 

<400> 4787 

nctagaccct cttctctccc 
60 

cacacccaga ggtccccttc 
120 

tggagtcgcc cggacctgag 
180 

gtgctgccat ccccctgccc 
240 

cctccccgtc ggacttgccg 
300 

caggcttcat ctcctccaag 
360 

tacacagtgc tggtggacga 
420 

cagaaaaagt gctacagctg 
480 

cagcgacaca gcatcaccca 
540 

gcattcaagc gcgccagcca 
600 

cggccccacg gctgcccgct 
660 

cacagccggg tgcactctgg 
720 

atggagcaga acacactgca 
780 

ggtgccccag gtaccacagg 
840 

agagcctgag gctggtgttc 
900 



ttcggcttct ctctttcggc 
tcgccgccgc ctgcaactgc 
aggctgctgc actgggcctc 
tcagcctctg gcattttcct 

i 

ctccccagaa cctggacctt 
gcccaaccac tacctgctta 
ggagtcacag agggagccag 
ccccgtgtgc tcaagggtct 
ctcggaggta aagcccttcg 
cttggcacgg caccattcca 
ctgccctcgc cgcttccggg 
ggaacgcccg tttcagtgtc 
gaaacacacg cggtggaagc 
actttgcagg gagcctggac 
agggccctgg acacagacac 



cggcgcccca g ttcct 9Sr99 
gagggtagcc cggggccgct 
agccagccct ccggatgctg 
ccgttgagac catggagggc 
cctcctccat cggatctccc 
ttgacactca gggtgtcccc 
gggccagtgg ggctccaggc 
tcgagtacat gtcctacctt 
agtgtgacat ctgtgggaag 
ttcacctggc gggtggtggg 
atgcgggtga gctggcccag 
cacactgccc tcgccgcttt 
atccatgagc cgggctgccg 
tcctgtccag acacctggtg 
agagcagccg catctcaaag 
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ctgctgaaca tgctcaacat ctcccccttc tcctttgggc tggtcatcca gcaggtgttc 
2700 

gacaatggca gcatctacaa ccctgaagtg cttgatatca cagaggaaac tctgcattct 
2760 

cgcttcctgg agggtgtccg caatgttgcc agtgtctgtc tgcagattgg ctacccaact 
2820 

gttgcatcag taccccattc tatcatcaac gggtacaaac gagtcctggc cttgtctgtg 
2880 

gagacggatt acaccttccc acttgctgaa aaggtcaagg ccttcttggc tgatccatct 
2940 

gcctttgtgg ctgctgcccc tgtggctgct gccaccacag ctgctcctgc tgctgctgct 
3000 

gctgcagccc cagctaaggt tgaagccaag gaagagtcgg aggagtcgga cgaggatatg 
3060 

ggatttggtc tctttgacta atcaccaaaa agcaaccaac ttagccagtt ttatttgcaa 
3120 

aacagacact ggcaacattg cggacaccct ccaggaagcg agaatgcaga gtttcctctg 
3180 

tgatatcaag cacttcaggg ttgtagatgc tgccattgtc gaacacctgc tggatgacca 
3240 

gcccaaagga gaagggggag atgttgagca tgttcagcag gcgtgcgtt 
3289 

<210> 4786 
<211> 322 
<212> PRT 

<213> Homo sapiens 
<400> 4786 

Met Pro Arg Glu Asp Arg Ala Thr Trp Lys Ser Asn Tyr Phe Leu Lys 

1 j 5 10 15 

lie lie Val Ser Ala Gin Leu Leu Asp Asp Tyr Pro Lys Cys Phe lie 

20 25 30 

Val Gly Ala Asp Asn Val Gly Ser Lys Gin Met Gin Gin lie Arg Met 

35 .40 45 

Ser Leu Arg Gly Lys Ala Val Val Leu Met Gly Lys Asn Thr Met Met 

50 55 60 

Arg Lys Ala He Arg Gly His Leu Glu Asn Asn Pro Ala Leu Glu Lys 
65 70 75 80 

Leu Leu Pro His He Arg Gly Asn Val Gly Phe Val Phe Thr Lys Glu 

85 90 95 

Asp Leu Thr Glu He Arg Asp Met Leu Leu Ala Asn Lys Val Pro Ala 

100 105 HO 

Ala Ala Arg Ala Gly Ala He Ala Pro Cys Glu Val Thr Val Pro Ala 

115 120 125 

Gin Asn Thr Gly Leu Gly Pro Glu Lys Thr Ser Phe Phe Gin Ala Leu 

130 135 140 

Gly He Thr Thr Lys He Ser Arg Gly Thr He Glu He Leu Ser Asp 
145 150 155 160 

Val Gin Leu He Lys Thr Gly Asp Lys Val Gly Ala Ser Glu Ala Thr 

165 170 175 

Leu Leu Asn Met Leu Asn lie Ser Pro Phe Ser Phe Gly Leu Val He 

180 185 190 

Gin Gin Val Phe Asp Asn Gly Ser He Tyr Asn Pro Glu Val Leu Asp 
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ccgacagtcc tcgacgcggc aagttccgtt 
1080 

ggaggcatgt cctgcttcac ctttgacgcc 
1140 

caccttccca cttgctgaaa aggtcaaggc 
1200 

gctgccccgt tgctgctgcc accacagctg 
1260 

ttgaagccaa ggaagagtcg gaggagttgg 
1320 

aatcccatat cctcgtccga ctcctccgac 
1380 

gcagcagcag caggagcagc tgtggtggca 
1440 

gatggatcag ccaagaaggc cttgaccttt 
1500 

acagacaagg ccaggactcg tttgtacccg 
1560 

gttgggtagc caatctgcag acagacactg 
1620 

gtgcccctgg agattttagt ggtgatacct 
1680 

ccgagaccag tgttctgggc tggcacagtg 
1740 

gcagcagctg gcaccttatt ggccagcaac 
1800 

gtgaacacaa agcccacatt cccccggata 
1860 

ttttccaggt gccctcggat ggccttgcgc 
1920 

ccttcccgcg aagggacatg cggatctgct 
1980 j 
cctcaatgaa acatttcgga taatcatcca 
2040 

tctcgccagg cgtcctcgtg gaagtgacat 
2100 

cgcaccgccg tgatgcccag ggaagacagg 
2160 

atcatcgtaa gtgcacaact attggatgat 
2220 

aatgtgggct ccaagcagat gcagcagatc 
2280 

ctgatgggca agaacaccat gatgcgcaag 
2340 

gctctggaga aactgctgcc tcatatccgg 
2400 

gacctcactg agatcaggga catgttgctg 
2460 

ggtgccattg ccccatgtga agtcactgtg 
2520 

aagacctcct ttttccaggc tttaggtatc 
2580 

atcctgagtg atgtgcagct gatcaagact 
2640 



tgtagtcgat ggggcccata gccccccggc 
ggtcctggcc ttgtctgtgg agacggatta 
cttcttggct gatccatctg cctttgtgct 
ctcgctctgc tgctgcagcc ccagctaagg 
ttgctttttg gtgattagtc aaagagacca 
tcttccttgg cttcaacctt agctggggct 
gcagccacag gggcagcagc cacaaaggca 
tcagcaagtg ggaaggtgta atccgtctcc 
ttgatgatag aatggggtac tgatgcaaca 
gcaacattgc ggacacccag gatttcaatg 
aaagcctgga aaaaggaggt cttctcgggc 
acttcacatg gggcaatggc accagcacgg 
atgtccctga tctcagtgag gtcctccttg 
tgaggcagca gtttctccag agctgggttg 
atcatggtgt tcttgcccat cagcacacag 
gcatctgctt ggagcccaca ttgtctgctc 
atagttggat gatcttaagg aagtagttgc 
cgtctttaaa ccctgcgtgg caatccctga 
gcgacctgga agtccaacta cttccttaag 
tatccgaaat gtttcattgt gggagcagac 
cgcatgtccc ttcgcgggaa ggctgtggtg 
gccatccgag ggcacctgga aaacaaccca 
gggaatgtgg gctttgtgtt caccaaggag 
gccaataagg tgccagctgc tgcccgtgct 
ccagcccaga acactggtct cgggcccgag 
accactaaaa tctccagggg caccattgaa 
ggagacaaag tgggagccag cgaagccacg 
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115 120 125 

Asp Leu Ser Leu Lys His lie Ser Arg Gly Leu Thr Gly Leu Arg Leu 

130 135 140 

Leu Asn Leu Ser Phe Cys Gly Gly He Ser Asp Ala Gly Leu Leu His 
145 150 155 160 

Leu Ser His Met Gly Ser Leu Arg Ser Leu Asn Leu Arg Ser Cys Asp 

165 170 175 

Asn He Ser Asp Thr Gly He Met His Leu Ala Met Gly Ser Leu Arg 

180 185 190 

Leu Ser Gly Leu Asp Val Ser Phe Cys Asp Lys Val Gly Asp Gin Ser 

195 200 205 

Leu Ala Tyr He 
210 

<210> 4785 

<211> 3289 

<212> DNA 

<213> Homo sapiens 

<400> 4785 

nntttttttt tcagttttta tttattttta tttgattttt ttttccttaa gaatcatagt 
60 

aaaccttagc agtagttggg cactgcatga aaaatgaagt ttacatagtt tatattatgt 
120 

acataaacta gtgatttaca ttgatttaca catgattggt gcctaattta ttaatcagca 
180 

cgcagcatgt aaatgtgctc aaaagaaatc aaggtttaaa ataagttttc cataatattc 
240 

ataaacattt tcgctggtgt aaatgttaaa cctaaaccca acgttaacac cagcttcctt 
300 

gccaagagaa aagtgagatg tacatgctgg gtgaaaacaa attctttcct aaattttggt 
360 i 

tggcgacatt. tgaacagcat agctacatgc aaatgagaat agtttacttc ttttctgcta 
( 420 

gtatgcacat aaatgtaaac tccattttgc atttagtgag atgtttacag atattatgcc 
480 

aaccatgatg gaaaatttac atcactgagg caaatgcagt ctttggagaa gaaatattct 
540 

aaacatttaa gcaaggagga ggcttcctaa actgtatttt tgtttcttat ctcaccattt 
600 

tttttttcca ggtctgcaga gcatttattc cgtcccagtg gggaggggca gggatccagg 
660 

tggccggagg gcacagggcc tacgtgtacc acatgaagcc gtggctggca tggagagcct 
720 

cctctgtggt gcgcagcccg tacagctccc cgatcaaggg gggcacccag cgggttgtgt 
780 

ggaacacaga ctcccccacc ttccagtcgg gcacgtcctt catgatgatg gcctcctcct 
840 

ccaggttctc ccgaagcatc tgcaaggtcc tccggtcggt ttctgcctgt aacagtggca 
900 

acagcgcgat gcgagcctcg aagtcctcga tttgtaggcg cctgcgctca cggttccact 
960 

tcattatgct ccagtgcccg tagatcaggg ttccaatccc tatggccagc atgctgtagc 
1020 
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agatggagac ccacatctca tgcctgttcc 
300 

tggacgtccg ggacaagggg cgcgcggcgc 
360 

accacaagtc ggtgtggcgg gggggtggag 

420 

tcgctgttcc ccagcctgca ggcccggggc 
480 

cgcagcctca gctacgtgat ccagggcatg 
540 

tgctacaacc tcaccgacaa cgggctgggc 
600 

cgcgctctca acctgagcct ctgcaagcag 
660 

cagtacctca agggcctgga ggtgctggag 
720 

ggccttctgc tcatcgcctg gggtctgcag 
780 

cgccaccttt cggatgtggg catcgggcac 
840 

ggctgcctgg gcctggagca gctcacgcta 
900 

ctaaagcaca tctcccgagg gctgacgggc 
960 

ggaatctcgg acgctggcct cctgcacctg 
1020 

ctgcgctcct gtgacaacat cagtgacacg 
1080 

cgcctctcgg ggctggatgt ttcgttctgt 
1140 
1 ata 

1143 ; 

<210> 4784 

<211> 212 

<212> PRT 

<213> Homo sapiens 

<400> 4784 

Met Ala Asn lie Glu Ser Leu Asn 

1 5 
Asp Asn Gly Leu Gly His Ala Phe 
20 

Ala Leu Asn Leu Ser Leu Cys Lys 

35 40 
Arg lie Ala Gin Tyr Leu Lys Gly 

50 55 
Cys Ser Asn lie Thr Asn Thr Gly 
65 70 
Gin Arg Leu Lys Ser Leu Asn Leu 
85 

Val Gly lie Gly His Leu Ala Gly 
100 

Cys Leu Gly Leu Glu Gin Leu Thr 



cggagctgct ggccatgatc ttcggctacc 
aggtgtgcac cgcctggcgg gacgccgcct 
gccaagctgc acctgcgccg ggccaacccg 
atccgccggg tgcagatcct gagcctccgc 
gccaacatcg agagcctcaa cctcagcggc 
cacgcgtttg tgcaggagat cggctccctg 
atcactgaca gcagcctggg ccgcatagcc 
ctgggaggtt gcagcaacat caccaacact 
cgcctcaaga gccttaacct ccgcagctgc 
ctggccggca tgacgcgcag cgcggcggag 
caggactgcc agaagctcac agatctttct 
ctgaggctcc tcaacctcag cttctgtggg 
tcgcacatgg gcagcctgcg cagcctcaac 
ggcatcatgc atctggccat gggcagcctg 
gacaaggtgg gagaccagag tctggcttac 



Leu 


Ser 


Gly Cys 


.Tyr 


Asn 


Leu 


Thr 




10 








15 




Val 


Gin 


Glu He 


Gly 


Ser 


Leu 


Arg 


25 








30 






Gin 


lie 


Thr Asp 


Ser 


Ser 


Leu 


Gly 








45 








Leu 


Glu 


Val^ Leu 


Glu 


Leu 


Gly 


Gly 






60 










Leu 


Leu 


Leu He 


Ala 


Trp 


Gly 


Leu 






75 








80 


Arg 


Ser 


Cys Arg 


His 


Leu 


Ser 


Asp 




90 








95 




Met 


Thr 


Arg Ser 


Ala 


Ala 


Glu 


Gly 


105 








110 






Leu 


Gin 


Asp Cys 


Gin 


Lys 


Leu 


Thr 
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<210> 4781 

<211> 344 

<212> DNA 

<213> Homo sapiens 

<400> 4781 . 

gaaaaagaga aaaccatggt gaacacactg tcacccagag ggcaagatgc agggatggcc 

tctggcagga cagaggcaca atcatggaag agccaggaca caaagacgac ccaaggaaat 

gggggccaga ccaggaagct gacggcctcc aggacggtgt cagagaagca ccagggcaaa 

gcggcaacca cagccaagac gctcattccc aaaagtcagc acagaatgct ggctcccaca 

ggagcagttt caacaaggac gagacagaaa ggagtgacca cagcagtcat cccacctaag 
300 

gagaagaaac ctcaggccac cccaccccct gcccctttcc agag 
344 

<210> 4782 

<211> 10'9 

<212> PRT 

<213> Homo sapiens 

<400> 4782 . 

Met Val Asn Thr Leu Ser Pro Arg Gly Gin Asp Ala Gly Met Ala Ser 

1 5 io . 15 

Gly Arg Thr Glu Ala Gin Ser Trp Lys Ser Gin Asp Thr Lys Thr Thr 

20 25 30 

Gin Gly Asn Gly Gly Gin Thr Arg Lys Leu Thr Ala Ser Arg Thr Val 

35 40 .45 

Ser Glu Lys' His Gin Gly Lys Ala Ala Thr Thr Ala Lys Thr Leu lie 

50 55 60 

Pro Lys Ser Gin His Arg Met Leu Ala Pro Thr Gly Ala Val Ser Thr 
65 70 75 80 

Arg Thr Arg Gin Lys Gly Val Thr Thr Ala Val He Pro Pro Lys Glu 

85 90 95 - 

Lys Lys Pro Gin Ala Thr Pro Pro Pro Ala Pro Phe Gin 
100 105 

<210> 4783 

<211> 1143 

<212> DNA 

<213> Homo sapiens 

<400> 4783 

ngctcatcgc tggggtatgc agcgctgaag agcttaacct ccgcagctgc cgccactttc 

ggatgtgggc atcgggcacc tggccggcat gacgcgcagc gcggcgaagg gctgcttggg 

cctggagcag ctcacgctac aggactgcca gaagctcaca gatctttctc taaagcacat 
180 

ctcccgaggg ctgacgggcc cgcgcctcct ccccccagcg ccgcggaggg gggaggagga 
240 
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820 825 830 

Tyr Asp Glu Glu Gly Leu Tyr Gly Ala He Leu Pro Gin Val Val Thr 

835 840 845 

Ala Gly Thr He Thr Arg Arg Ala Val Glu Pro Thr Trp Leu Thr Ala 

850 " 855 860 

Ser Asn Ala Arg Pro Asp Arg Val Gly Ser Glu Leu Lys Ala Met Val 
865 870 875 880 

Gin Ala Pro Pro Gly Tyr Thr Leu Val Gly Ala Asp Val Asp Ser Gin 

885 890 895 

Glu Leu Trp He Ala Ala Val Leu Gly Asp Ala His Phe Ala Gly Met 

900 905 910 

His Gly Cys Thr Ala Phe Gly Trp Met Thr Leu Gin Gly Arg Lys Ser 

915 920 , 925 

Arg Gly Thr Asp Leu His Ser Lys Thr Ala Thr Thr Val Gly lie Ser 

930 935 940 

Arg Glu His Ala Lys He Phe Asn Tyr Gly Arg He Tyr Gly Ala Gly . 
945 950 955 960 

Gin Pro Phe Ala Glu Arg Leu Leu Met Gin Phe Asn His Arg Leu Thr 

965 970 975 

Gin Gin Glu Ala Ala Glu Lys Ala Gin Gin Met Tyr Ala Ala Thr Lys 

980 985 990 

Gly Leu Arg Trp Tyr Arg Leu Ser Asp Glu Gly Glu Trp Leu Val Arg 

995 1000 1005* 

Glu Leu Asn Leu Pro Val Asp Arg Thr Glu Gly Gly Trp He Ser Leu 

1010 1015 1020 

Gin Asp Leu Arg Lys Val Gin Arg Glu Thr Ala Arg Lys Ser Gin Trp 
1025 1030 1035 1040 

Lys Lys Trp Glu Val Val Ala Glu Arg Ala Trp Lys Gly Gly Thr Glu 

1045 1050 1055 

Ser Glu Met Phe Asn Lys Leu Glu Ser He Ala Thr Ser Asp He Pro 

1060 - 1065 -1070 

Arg Thr Pro Val iLeu Gly Cys Cys lie Ser Arg Ala Leu Glu Pro Ser 

1075 ' 1080 1085 

Ala Val Gin Glu Glu Phe Met Thr Ser Arg Val Asn Trp Val Val Gin 

1090 1095 HOO 

Ser Ser Ala Val Asp Tyr Leu His Leu Met Leu "Val Ala Met- Lys Trp 
1105 IHO H15 H20 

Leu Phe Glu Glu ' Phe Ala He Asp Gly Arg Phe Cys He Ser He His 

1125 . H30 1135 

Asp Glu Val Arg Tyr Leu Val Arg Glu Glu Asp Arg Tyr Arg Ala Ala 

1140 H45 H50 

Leu Ala Leu Gin He Thr Asn Leu Leu Thr Arg Cys Met Phe Ala Tyr 

1155 H60 1165 

Lys Leu Gly Leu Asn Asp Leu Pro Gin Ser Val Ala Phe Phe Ser Ala 

1170 1175 H80 

Val Asp He Tyr Arg Cys Leu Arg Lys Glu Val Thr Met Asp Cys Lys 
1185 H90 H95 1200 

Thr Pro Ser Asn Pro Thr Gly Met Glu Arg Arg Tyr Gly He Pro Gin 

1205 1210 1215 

Gly Glu Ala Leu Asp He Tyr Gin He He Glu Leu Thr Lys Gly Ser 

1220 1225 1230 

Leu Glu Lys Arg Ser Gin Pro Gly Pro 
1235 1240 
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385 . 390 395 400 

Asp Val Trp Ala Thr His Glu Val Phe Gin Gin Gin Leu Pro Leu Phe 

405 410 415 

Leu Glu Arg Cys Pro His Pro Val Thr Leu Ala Gly Met Leu Glu Met 

420 425 430 

Gly Val Ser Tyr Leu, Pro Val Asn Gin Asn Trp Glu Arg Tyr Leu Ala 

435 440 445 

Glu Ala Gin Gly Thr Tyr Glu Glu Leu Gin Arg Glu Met Lys Lys Ser 

450 455 460 

Leu Met Asp Leu Ala Asn Asp Ala Cys Gin Leu Leu Ser Gly Glu Arg 
465 470 475 480 

Tyr Lys Glu Asp Pro Trp Leu Trp Asp Leu Glu Trp Asp Leu Gin Glu 

485 490 495 

Phe Lys Gin Lys Lys Ala Lys Lys Val Lys Lys Glu Pro Ala Thr Ala 

500 505 510 

Ser Lys Leu Pro He Glu Gly Ala Gly Ala Pro Gly Asp Pro. Met Asp 

515 520 525 

Gin Glu Asp Leu Gly Pro Cys Ser Glu Glu Glu Glu Phe Gin Gin Asp 

530 535 540 

val Met Ala Arg Ala Cys Leu Gin Lys Leu Lys Gly Thr Thr Glu Leu 
545 550 555 560 

Leu Pro Lys Arg ProGln His Leu Pro Gly His Pro Gly Trp Tyr Arg 

565 570 575 

Lys Leu Cys Pro Arg Leu Asp Asp Pro Ala Trp Thr Pro Gly Pro Ser 

580 , 585 590 

Leu Leu Ser ' Leu Gin Met Arg Val Thr Pro Lys Leu Met Ala Leu Thr 

595 600 605 

Trp Asp Gly Phe Pro Leu His Tyr Ser Glu Arg His Gly Trp Gly Tyr 

610 615 620. 

Leu Val Pro Gly Arg Arg Asp Asn Leu Ala Lys Leu Pro Thr Gly Thr 
625 , 630 635 640 

Thr Leu Glu Ser Ala Gly Val Val Cys Pro Tyr Arg Ala He Glu Ser 

645 '650 655 

Leu Tyr' Arg Lys His Cys Leu Glu Gin Gly Lys Gin Gin Leu Met Pro 

~ 660 665 670 

Gin Glu Ala Gly Leu Ala Glu Glu Phe Leu Leu Thr Asp Asn Ser Ala 

675 680 685 

He Trp Gin Thr Val Glu Glu Leu Asp Tyr Leu Glu Val Glu Ala Glu 

690 695 700 

Ala Lys Met. Glu Asn Leu Arg Ala Ala Val Pro Gly Gin Pro Leu Ala 
705 710 715 720 

Leu Thr Ala Arg Gly Gly Pro Lys Asp Thr Gin Pro Ser Tyr His His 

725 730 735 

Gly Asn Gly Pro Tyr Asn Asp Val Asp He Pro Gly Cys Trp Phe Phe 

740 745 750 

Lys Leu Pro His Lys Asp Gly Asn Ser Cys Asn . Val Gly Ser Pro Phe 

755 760 765 

Ala Lys Asp Phe Leu Pro Lys Met Glu Asp Gly Thr Leu Gin Ala Gly 

770 775 780 

Pro Gly Gly Ala Ser Gly. Pro Arg Ala Leu Glu He Asn Lys Met He 
785 790 795 800 

Ser Phe Trp Arg Asn Ala His Lys Arg He Ser Ser Gin Met Val Val 

805 810 815 

Trp Leu Pro Arg Ser Ala Leu Pro Arg Ala Val He Arg His Pro Asp 
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<211> 1241 
<212> PRT 

<213> Homo sapiens 
<400> 4780 

Met Ser Arg Leu Leu Trp Arg Lys Val Ala Gly Ala Thr Val Gly Pro 

1 5 10 15 

Gly Pro Val Pro Ala Pro Gly Arg Trp Val Ser Ser Ser Val Pro Ala 

20 25 30 

Ser Asp Pro Ser Asp Gly Gin Arg Arg Arg Gin Gin Gin Gin Gin Gin 

"35 40 45 

Gin Gin Gin Gin Gin Gin Gin Gin Gin Pro Gin Gin Pro Gin Val Leu 

50 55 60 

Ser Ser Glu Gly Gly Gin Leu Arg His Asn Pro Leu Asp lie Gin Met 
65 70 75 80 

Leu Ser Arg Gly Leu His Glu Gin He Phe Gly Gin Gly Gly Glu Met 

85 90 95 

Pro Gly Glu Ala Ala Val Arg Arg Ser Val Glu His Leu Gin Lys His 

100 105 110 

Gly Leu Trp Gly Gin Pro Ala Val Pro Leu Pro Asp Val Glu Leu Arg 

115 120 125 

Leu Pro Pro Leu Tyr" Gly Asp Asn Leu Asp Gin His Phe Arg Leu Leu 

130 135 140 

Ala Gin Lys Gin Ser Leu Pro Tyr Leu Glu Ala Ala Asn Leu Leu Leu 
145 150 155 -160 

Gin Ala Gin Leu Pro Pro Lys Pro Pro Ala Trp Ala Trp Ala Glu Gly 

165 170 175 

Trp Thr Arg Tyr Gly Pro Glu Gly Glu Ala Val Pro Val Ala He Pro 

180 185 190 

Glu Glu Arg Ala Leu Val Phe Asp Val Glu Val Cys Leu Ala Glu Gly 

195 200 205 . 

Thr Cys Pro Thr \ Leu Ala Val Ala He Ser Pro Ser Ala Trp Tyr Ser 

210 215 220 

Trp Cys Ser Gin Arg Leu Val Glu Glu Arg Tyr Ser Trp Thr Ser Gin 
225 230 235 240 

Leu Ser Pro Ala Asp Leu He Pro Leu Glu Val Pro Thr Gly Ala Ser 

245 250 255 

Ser Pro Thr Gin Arg Asp Trp Gin Glu Gin Leu Val Val Gly His Asn 

260 265 270 

Val Ser Phe Asp Arg Ala His He Arg Glu Gin Tyr Leu He Gin Gly 

275 .280 285 

Ser Arg Met Arg Phe Leu Asp Thr Met Ser Met His Met Ala He Ser 

290 295 300 

Gly Leu Ser Ser Phe Gin Arg Ser Leu Trp He Ala Ala Lys Gin Gly 
305 310 315 320 

Lys His Lys Val Gin Pro Pro Thr Lys Gin Gly Gin Lys Ser Gin Arg 

325 330 335 

Lys Ala Arg Arg Gly Pro Ala He Ser Ser Trp Asp Trp Leu Asp He 

340 345 350 

Ser Ser Val Asn Ser Leu Ala Glu Val His Arg Leu Tyr Val Gly Gly 

355 360 365 

Pro Pro Leu Glu Lys Glu Pro Arg Glu Leu Phe Val Lys Gly Thr Met 

370 375 380 

Lys Asp He Arg Glu Asn Phe Gin Asp Leu Met Gin Tyr Cys Ala Gin 



3959 



WO 00/58473 PCT/USOO/08621 



acccttgtgg gtgctgatgt ggactcccaa 
3000 

gcccactttg ccggcatgca tggctgcaca 
3060 

aagagcaggg gcactgatct acacagtaag 
3120 

catgccaaaa tcttcaacta cggccgcatc 
3180 

ttactaatgc agtttaacca ccggctcaca 
3240 

atgtacgctg ccaccaaggg cctccgctgg 
3300 

• gtgagggagt tgaacctccc agtggacagg 
3360 

ctgcgcaagg tccagagaga aactgcaagg 
3420 

gctgaacggg catggaaggg gggcacagag 
3480 

gctacgtctg acataccacg taccccggtg 
3540 

ccctcggctg tccaggaaga gtttatgacc 
3600 

gctgttgact acttacacct catgcttgtg 
3660 

atagatgggc gcttctgcat cagcatccat 
3720 

gaccgctacc gcgctgccct ggccttgcag 
3780 

gcctacaagc tgggtctgaa tgacttgccc 
3840 

atttaccggt gcctcaggaa ggaagtgacc 
3900 I 

gggatggaaa ggagatacgg gattccccag 
3960 

gaactcacca aaggctcctt ggaaaaacga 
4020 

gctctgtatt tgctcccgtg gagcttcatc 
4080 

tcagctgtgc tttttgcaaa agggcttgcc 
4140 

tgccaagaag attccttcta actgaaggtg 
4200 

tgccaacatc ggtgtggact acaggacaag 
4260 

.gcagaagccc caaagttcac attaactcag 
4320 

ggctggttct ttgttctgtc ccccatgctc 
4380 

aatgctctaa cgtgataaac ctgctccaag 
4440 

actctaaaaa aaaaaaaaaa aaaaaaa 
4467 



gagctgtgga ttgcagctgt gcttggagac 
gcctttgggt ggatgacact gcagggcagg 
acagccacta ctgtgggcat cagccgtgag 
tatggtgctg ggcagccctt tgctgagcgc 
cagcaggagg cagctgagaa ggcccagcag 
tatcggctgt cggatgaggg cgagtggctg 
actgagggtg gctggatttc cctgcaggat 
aagtcacagt ggaagaagtg ggaggtggtt 
tcagaaatgt tcaataagct tgagagcatt 
ctgggctgct gcatcagccg agccctggag 
agccgtgtga attgggtggt acagagctct 
gccatgaagt ggctgtttga agagtttgcc 
gacgaggttc gctacctggt gcgggaggag 
atcaccaacc ttttgaccag gtgcatgttt 
cagtcagtcg cctttttcag tgcagtcgat 
atggattgta aaaccccttc caacccaact 
ggtgaagcgc tggatattta ccagataatt 
agccagcctg gaccatagca ctgcctggag 
ggggtggtgc aggctcccaa actcaggctt 
taaggccagc catttttcag tagcaggacc 
cagttgaatt cagtgggttc agaaccaaga 
gggcattgtt gcttgttggg taaaaatgaa 
gcatttcatt tattttttcc ttttcatctt 
tgatgcagtg ccctagaagg ggaaagaatt 
gcagtggaaa taaaaagaag gaaaaaaaag 
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tgggactggc tggacatcag cagtgtcaac 
1380 

ggggggcctc ccttagagaa ggagcctcga 
1440 

attcgtgaga acttccagga cctgatgcag 
1500 

gaggttttcc agcagcagct accgctcttc 
1560 

gccggcatgc tggagatggg tgtctcctac 
1620 

ctggcagagg cacagggcac ttatgaggag 
1680 

gatctggcca atgatgcqtg ccagctgctc 
1740 

ctctgggacc tggagtggga cctgcaagaa 
1800 . 

aaggaaccag ccacagccag caagttgccc 
1860 

atggatcagg aagacctcgg cccctgcagt 
1920 

gcccgcgcct gcttgcagaa gctgaagggg 
1980 

caccttcctg gacaccctgg atggtaccgg 
2040 

tggaccccgg gccccagcct cctcagcctg 
2100 

cttacctggg atggcttccc tctgcactac 
2160 

cctgggcggc gggacaacct ggccaagctg 
2220 

gtggtctgcc cctacagagc catcgagtcc 
2280 ; 

aagcagcagc tgatgcccca ggaggccggc 
.2340 

agtgccatat ggcaaacggt agaagaactg 
2400 

atggagaact tgcgagctgc agtgccaggt 
2460 

cccaaggaca cccagcccag ctatcaccat 
2520 

cctggctgct ggtttttcaa gctgcctcac 
2580 

ccctttgcca aggacttcct gcccaagatg 
2640 

ggtgccagtg ggccccgtgc tctggaaatc 
2700 

cataaacgta tcagctccca gatggtggtg 
2760 

gtgatcaggc accccgacta tgatgaggaa 
2820 

gtgactgccg gcaccatcac tcgccgggct 
2880 

gcccggcctg accgagtagg cagtgagttg 
2940 



agtctggcag aggtgcacag actttatgta 
gaactgtttg tgaagggcac catgaaggac 
tactgtgccc aggacgtgtg ggccacccat 
ttggagaggt gtccccaccc agtgactctg 
ctgcctgtca accagaactg ggagcgttac 
ctccagcggg agatgaagaa gtcgttgatg 
tcaggagaga ggtacaaaga agacccctgg 
tttaagcaga agaaagctaa gaaggtgaag 
atcgaggggg ctggggcccc tggtgatccc 
gaggaggagg agtttcaaca agatgtcatg 
accacagagc tcctgcccaa gcggccccag 
aagctctgcc cccggctaga cgaccctgca 
cagatgcggg tcacacctaa actcatggca 
tcagagcgtc atggctgggg ctacttggtg 
ccgacaggta ccaccctgga gtcagctggg 
ctgtacagga agcactgtct cgaacagggg 
ctggcggagg - agttcctgct cactgacaat 
gattacttag aagtggaggc tgaggccaag 
caacccctag ctctgactgc ccgtggtggc 
ggcaatggac cttacaacga cgtggacatc 
aaggatggta atagctgtaa tgtgggaagc 
gaggatggca ccctgcaggc tggcccagga 
aacaaaatga tttctttctg gaggaacgcc 
tggctgccca ggtcagctct gccccgtgct 
ggcctctatg gggccatcct gccccaagtg 
gtggagccca catggctcac cgccagcaat 
aaagccatgg tgcaggcccc acctggctac 
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U5 120 125 

Ala Cys Ala Arg Lys Ala Ser Ser Ser Leu Lys lie Phe Phe Phe Arg 
130 135 140 

<210> .4779 
<211> 4467 
<212> DNA 

<213> Homo sapiens 



<400> 4779 

gcggaccggc cgggtggagg ccacacgcta ccccgaggct gcgtaggccg cgcgaagggg 
60 

gacgccgtgc cgtgggcctg gggtcggggg agcagcagac cgggaagcac cgtgaggacc 
120 

gaggatttgg ggtggaaggc aggcatggtc aaacccattt cactgacagg agagcagaga 
180 

caggacgtgt ctctctccac gtcttccagc cagtaaaaga agccaagctg gagcccaaag 

240 ^ 
ccaggtgttc tgactcccag cgtgggggtc cctgcaccaa ccatgagccg cctgctctgg 

300 

aggaaggtgg ccggcgccac cgtcgggcca gggccggttc cagctccggg gcgctgggtc 
360 

tccagctccg tccccgcgtc cgaccccagc gacgggcagc ggcggcggca gcagcagcag 

420 1 - ■ 

cagcagcagc agcagcagca gcagcaacag cagcctcagc agccgcaagt gctatcctcg 
480 

gagggcgggc agctgcggca caacccattg gacatccaga tgctctcgag agggctgcac 
540 

gagcaaatct tcgggcaagg aggggagatg cctggcgagg ccgcggtgcg ccgcagcgtc 
600 

gagcacctgc agaagcacgg gctctggggg cagccagccg tgcccttgcc cgacgtggag 
660 

ctgcgcctgc cgcccctcta cggggacaac ctggaccagc acttccgcct cctggcccag 
720 

aagcagagcc tgccctacct ggaggcggcc aacttgctgt tgcaggccca gctgcccccg 
780 

aagcccccgg cttgggcctg ggcggagggc tggacccggt acggccccga gggggaggcc 
840 

gtacccgtgg ccatccccga ggagcgggcc ctggtgttcg acgtggaggt ctgcttggca 
900 

gagggaactt gccccacatt ggcggtggcc atatccccct cggcctggta ttcctggtgc 
960 

agccagcggc tggtggaaga gcgttactct tggaccagcc agctgtcgcc ggctgacctc 
1020 

atccccctgg aggtccctac tggtgccagc agccccaccc agagagactg gcaggagcag 
1080 

ttagtggtgg ggcacaatgt ttcctttgac cgagctcata tcagggagca gtacctgatc 
1140 

cagggttccc gcatgcgttt cctggacacc atgagcatgc acatggccat ctcagggcta 
1200 

agcagcttcc agcgcagtct gtggatagca gccaagcagg gcaaacacaa ggtccagccc 
-1260 

cccacaaagc aaggccagaa gtcccagagg aaagccagaa gaggcccagc gatctcatcc 
1320 
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aaaataggaa aaatgattgt taatgctgac tgtgggtctt aaaaggttct ggaaagcagt 
1320 

aagttcattt ttctaaaaac tataacattc tgttggagta ttttcttcct tacgtcaata 
1380 

cttttcctgc attatttgaa attgtgggct ggggagaaac agtagtcaaa gctttctgaa 
1440 

ttgagatact ttgaaattcc aagtgtagat ttttagaatg tcattttata aatggcagtt 
1500 

tttggaatta cttgataaga acttttgaaa atggaaggat tagtatggcc tatttttaaa 
1560 

gctgctttgt taggttcctt atgttttatt aactgtcttt tctcagtttc. catttcattt 
1620 

tttttttcta gttttggtga cttagtgatt ttgtcatttt ttacatcaac ttcatggtct 
1680 

tgtttttaca tggtaattgc atgtacttag gatctatcta ataggggctt taaataaatt 
1740 

tggtcatatt tatgtgtaag cacattttac tgtaaatgtt tgggtttctg aatttaaaca 
1800 

gatctgttta tttcagtatg tagtaaacaa tatcttaaag tgtccgattc actacttgtt 
1860 

aattaaaaaa gttatgatta atgtgaaact gttgtcttac tatttttaga aaattgtgtt 
1920 

ctggatgatt agcacatgga taaaggagat ttctggaata taaaatggat tgtttttgaa 
1980. 

atttctaggt ttggctctat ttactgtaat ggttgaaaac aatttagtat ttgggtgacc 
2040 

cttttgtttt tcttctaaat gtgcctctgg taaaatacag aactagacta aagatgtagc 
2100 

tttttaatat ttgtcttttg atggtggcag gagttcatac attaattgaa ctaacacatc 
2160 

atattttgac ctactatttc tatcatattg acttactgtt 
2200 ; 

<210> 4778 

<211> 144 

<212> PRT 

<213> Homo sapiens 

<400> 4778 

Ala Ala Ala Ala Arg Leu Asn Arg Leu Lys Lys Lys Glu Tyr Val Met 

1 5 10 15 

Gly Leu Glu Ser Arg Val Arg Gly Leu Ala Ala Glu Asn Gin Glu Leu 

20 25 30 

Arg Ala Glu Asn Arg Glu Leu Gly Lys Arg Val Gin Ala Leu Gin Glu 

35 40 45 

Glu Ser Arg Tyr Leu Argr Ala Val Leu Ala Asn Glu Thr Gly Leu Ala 

50 55 60 

Arg Leu Leu Ser Arg Leu Ser Gly Val Gly Leu Arg Leu Thr Thr Ser 
65 70 75 80 

Leu Phe Arg Asp Ser Pro Ala Gly Asp His Asp Tyr Ala Leu Pro Val 

85 90 95 

Gly Lys Gin Lys Gin Asp Leu Leu Glu Glu Asp Asp Ser Ala Gly Gly 

100 105 HO 

Val Cys Leu His Val Asp Lys Asp Lys Val Ser Val Glu Phe Cys Ser 
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65 '70 ™ ?° 

Leu Lys Arg Pro Ser Leu Thr He Leu Phe Asn lie -Pro Pro Arg Leu 
85 90 95 



Asn 



<210> 4777 
<211> 2200 
<212> DNA 

<213> Homo sapiens 
<400> 4777 

gcggccgctg cccgccttaa tcgactgaag aagaaggagt acgtgatggg gctggagagt 
60 

cgagtccggg gtctggcagc cgagaaccag gagctgcggg ccgagaatcg ggagctgggc 
120 

aaacgcgtac aggcactgca ggaggagagt cgctacctac gggcagtctt agccaacgag 
180 

actggactgg ctcgcttgct gagccggctg agcggcgtgg gactgcggct gaccacctcg 
240 

ctcttcagag actcgcccgc cggtgaccac gactacgctc tgccggtggg aaagcagaag 
300 

caggacctgc tggaagagga cgactcggcg ggaggagtct gtctccatgt ggacaaggat 
360 

aaggtgtcgg tggagttctg ctcggcgtgc gcccggaagg cgtcgtcttc tcttaaaatt 

420 _ . 

ttctttttta ggtgatttcc ttcctgccag gctccgttgt aggggttaca gaacagtcgt 

480 

tcccgcctca caacctgtgg atacagctgt tggggcagaa gagacgggac cagctgctgg 
540 

ccacatttcc tgctttattt taaaaggtag tataagaaat gaggaaaaag aggtaatatc 
600 ' 

agggcttctg ctgtttttta tttttaacat gttcataatt aaaaagtatt ttccagcagt 
660 

ccaaagatgt aagttatctt acacataaaa tgttttattt tgttatttgg ttatgaaaat 
720 

ggaatccttg ttcttgcaca actgtaaatg ttttgttgct agataatacg atttgagacc 
780 

tgaattggtc tttggtttcc agtgcatcac agcatatttt gtaaaatcat ctactactgc 
840 

acttgagcat gaatgggtag tagccaaact cacaaattgg agtgatgaac ctgcttatac 
900 

ctaagggcag gagcaagccc ctcacaatgc agctgcatgg gtttttagtg cctactgaat 
960 

tatatatata tatacatata tatatatata tataaaccaa aagtagttgg aaagattatt 
1020 

tgaaatgact aatttgtgct atctttatga aatatgttaa atgtagcttt tttgaaacag 
1080 

aagccttgaa ttgaaattta actaatactt gaacattttg tatatatttc tttgtatata 
1140 

attttgtgca gtaccaatga caaaaatatg gtgtcataat aaaaccaggt ttgttgatct 
1200 

tttagttatg ggc tcaaaga atttattcat ctctaacatg atattggaaa ataatggatg 
1260 
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<213> Homo sapiens 
<400> 4774 

Met Gin Ala Ser Trp Glu Glu Ser Pro Val Gly Gly Ala Ala Gin Arg 

x 5 10 15 

Ala Thr Glu Gly Asp Lys He Pro Lys Cys Cys Arg Pro Gin Pro Arg 

20 25 30 

Pro Asn Pro Ser Ser Leu Phe Pro Pro Ser Pro Gin Ala Arg Ala Ala 

. 35 40 45 

Met Gly Trp Arg Val Leu Ala Trp Thr Gin His Pro He Ser Ser Ala 

50 55 60 

Leu Ser Leu Asp Pro Ala Ser His Leu Leu Ser Ser Gin Gly Gly Gly 
65 70 75 80 

Ser Trp Glu Pro His Pro Gin Pro Leu His Ala 
85 90 

<210> 4775 

<211> 433 

<212> DNA 

<213> Homo sapiens 

<400> 4775 

ggatcccaca ggagatacct gacaaggact aagaggaggc ttcccagagg gcataacacc 
60 

tatgctggat cttttggagg aaaaaataat tgtcaggaga aaaggagtga aaaagacctt 
120 

tgggcttaaa catgaaccaa catggcggat gcttcaagca agtggggttg ctgggcccta 
180 

aaggtggaga ggggtgaaat gaaaagactc gcctcttctt cccccactaa ctccctcctc 

240 - ■ 

tggctgcact gccctccttg ctatttcttt gaacgtgcca accataccgc gacctcactg 
300 j 

cccttgcact tgctctctct gcttctccta actatacatg cggctcatcc tgtaacttcc 
360 

tttcagtttt tgctcacctt cttgaaaagg ccttctctga ccattctgtt taatattcca 
420 

ccccgcttaa acg 
433 

<210> 4776 

<211> 97 

<212> PRT 

<213> Homo sapiens 

<400> 4776 

Met Ala Asp Ala Ser Ser Lys Trp Gly Cys Trp Ala Leu Lys Val Glu 

1 5 10 15 

Arg Gly' Glu Met Lys Arg Leu Ala Ser Ser Ser Pro Thr Asn Ser Leu 

20 25 30 

Leu Trp Leu His Cys Pro Pro Cys Tyr Phe Phe Glu Arg Ala Asn His 

35 40 45 

Thr Ala Thr Ser Leu Pro Leu His Leu Leu Ser Leu Leu Leu Leu Thr 

50 55 60 

He His Ala Ala His Pro Val Thr Ser Phe Gin Phe Leu Leu Thr Phe 
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<210> 4772 

<211> 182 

<212> PRT 

<213> Homo sapiens 



<400> 4772 



Gly 


Val 


Ser Val 


Ala Tyr 


Lys 


Leu Asp 


Ser 


Ala 


Val 


Ala 


He 


Asn 


Lvs 


1 






5 








10 










15 




Lys 


Leu 


Glu Lys 


Glu Lys 


Glu 


Lys 


Leu 


Lys 


Gin 


Glu 


Arcr 


Leu 


Glu 


Lys 




20 








25 










30 






lie 


Lys 


Gin Arg 


Asp Lys 


Arg 


Leu Glu Trp 


Glu 


Met 


Met 


Cys 


Arg 


Val 




35 






40 










45 








Lys 


Pro 


Asp Val 


Val Gin 


Asp 


Lys 


Glu 


Thr Glu Arg 


Asn 


Leu 


Gin 


Arg 


50 






55 










60 










He 


Ala 


Thr Arg Gly Val 


Val 


Gin 


Leu 


Phe 


Asn 


Ala 


Val 


Gin 


Lys 


His 


65 






70 










75 










80 


Gin 


Lys 


Asn Val 


Asp Glu 


Lys 


Val 


Lys 


Glu 


Ala 


Gly 


Ser 


Ser 


Met 


Arg 






85 








90 










95 




Lys 


Arg 


Ala Lys 


Leu He 


Ser 


Thr 


Val 


Ser 


Lys 


Lys 


Asp 


Phe 


He 


Ser 


100 








105 










110 






Val 


Leu 


Arg Gly Met Asp Gly Ser 


Thr 


Asn 


Glu 


Thr 


Ala 


Ser 


Ser 


Arg 






115 






120 










125 








Lys 


Lys 


Pro Lys 


Ala Lys 


Gin 


Thr 


Glu 


Val 


Lys 


Ser 


Glu 


Glu Gly 


Pro 


130 






135 










140 










Gly Trp 


Thr lie 


Leu Arg 


Asp 


Asp 


Phe 


Met 


Met 


Gly 


Ala 


Ser 


Met 


Lys 


145 






150 










155 










160 


Asp 


Trp 


Asp Lys 


Glu Ser 


Asp Gly Pro Asp Asp 


Ser 


Arg 


Pro 


Glu 


Ser 






165 








170 










175 




Ala 


Ser 


Asp Ser 


Asp Thr 























180 



<210> 4773 

<211> 319 

<212> DNA 

<213> Homo sapiens 

<400> 4773 

gctagcagga ggggaggtaa attaagtaaa tggagatggc ctgggatgca ggccagctgg 
( 60 

gaggagtctc cagtgggagg ggcagctcag agagcaacag agggagataa gattcctaaa 
120 

tgctgcaggc cccagcccag gcccaaccca agcagtctct tcccacccag cccccaggcc 
180 

cgggcggcaa tggggtggcg agtacttgcc tggacccagc atcccatctc ctcagctctc 
240 

agcctggacc cagcatccca tctcctcagc tctcagggag gtggaagctg ggaaccccac 
300 

ccccaacccc ttcacgcgt 
319 

- <210> 4774 
<211> 91 
<212> PRT 
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cctccataca cacccaggct agaccctcca 
1140 

cccaggctag atcctccata cacacccagg 
1200 

cctccgtact cacccaggct agaccctccg 
1260 

cccaggctag accctccgta cacacccaga 
1320 

tgcctcctca ggaattacca gcagagaatg 
1380 

taggtttatc cccaaaggag cggaagctgt 
1440 

aggggctggg gcatcctaga gaagggccct 
1500 

tctatcccac ccaccagccg gcccccaggc 
1560 

cagggaggtt ctgggatccc caagtggtcc 
1620 

tataaattag actctgctgt ggcaataaat 
1680 

aagcaagaaa gactagagaa aataaaacag 
1740 

tgcagagtaa agccagatgt tgtccaagac 
1800 

gcaacaaggg gtgtggtgca attatttaat 
1860 

gaaaaggtta aggaagctgg aagttctatg 
1920 

tccaagaaag atttcatcag tgttttgaga 
1980 

tcaagcagga agaaaccaaa agccaaacag 
2040 I ' 

tggacgatcc tacgtgatga tttcatgatg 
2100 

agtgatgggc cagatgacag cagaccagaa 
2160 

ataggaaata caattgcagt cgttttattt 
2220 

ttggggaatt ataaggatac catttgtaag 
2280 

tttccccttt tcatgtacac tttatatata 
2340 

ataattttaa gcattgttcc tcagaacatt 
2400 

' gagatgtgca ttttgccagg atcatattgg 
2460 

accaatgttt tcagaaatac agtactaatt 
2520 

tctgccttct aacttataga ctcaactatg 
2580 

ttttgctttg tgttgggaag ttattgagaa 
2640 

ttttcaaaaa aaa 
2653 



tactcaccca ggctagaccc tccatactca 
ctagactctc cgtactcacc caggctagat 
tactcaccca ggctagaccc tccgtacaca 
ctagaggctt ggggctgaga aaagcagtca 
cccagccctc ttgatagtag caataattaa 
ggaatcctcc ccggcaatag gtcttagggt 
aaatcaggcg ctcagtgtcc ggaacgcagg 
ctcccttcct cagtccttcc aggatatcgt 
gaatccgggc tctaaggagt gtccgtggca 
aagaagctgg aaaaggaaaa agaaaagtta 
cgtgataaga ggctggagtg ggaaatgatg 
aaagagacag agagaaatct tcagagaatt 
gctgttcaga aacatcaaaa gaatgttgat 
agaaagcgtg ctaagttgat atcaactgtt 
gggatggatg gaagtacaaa tgagactgct 
actgaagtga aatcagaaga aggcccaggt 
ggagcatcta tgaaagactg ggacaaggaa 
tctgcaagtg actctgatac ataaagcatc 
tttctagaaa aatatgtcat cctctgatag 
aaagccaaaa gacttttgcc agatttcata 
cttcattaaa attatatttt aaacccttgt 
tgtaaaagga tatatttctg cttgaccagc 
tcatgtctat tggtgtatta tttcagtatc 
catcattaaa ctctttgaag ttaatatttt 
tatctgtagt ttttgggaat ggttggtgtt 
aacctatata ataaaattta aaattatagt 
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145 










150 






155 










160 


Lys 


Pro 


Pro 


Asn 


Pro 


Met 


Glu Gly Met 


Thr 


Glu 


Glu 


Gin 


Lys 


Glu 


His 








165 






170 










175 




Glu 


Ala 


Met 


Lys 
180 


Leu 


Val 


Thr Met Phe 
185 


Asp 


Lys 


Leu 


Ser 


Ser 
190 


Pro 


Thr 


Ala 


Pro 


Phe 


Pro 


Asn 


Arg Asn Arg Val 


He 


Gin 


Pro Met Gly Met 


Ser 






195 








200 








205 








Pro Arg Gly 


His 


Leu 


Thr 


Ser Leu Gin 


Asp 


Ala 


Met 


Cys 


Glu 


Thr 


Met 




210 










215 . 






220 










Glu 


Gin 


Gin 


Leu 


Ser 


Ser 


Asp Pro Asp 


Ser 


Asp 


Pro 


Asp 









225 230 235 

<210> 4771 
<211> 2653 
<212> DNA 

<213> Homo sapiens 
<400> 4771 

nttttttttt ttttttatgg cttctttgag tctttatttc cttggtgagg cagggcccca 
60 

gggtggggtg ggctgcctgg ctgaggctcc tgtagaccca ccaacctagg ggcacttttc 
120 

tgggcaccac aggtaaggca ctgcctgggg gctggaggag gctggaggag gatgcccaag 
180 

ctccccacac tcctcacccc agaccgggga agctggatat cctccgtgtt gtcctctccc 
240 

catagctggt ctgaggctgt ggtttacacg caggcacagg taggcgattc tgagcatcaa 
300 

cgcagatgga ggggagggtg agccgtcgtg ggagaactgg cccaagacca gcacctggct 
360 

ggtgtcgcca gccccggctg cattggtggg tgaggcaggt ctggctggag tctgggtctg 
. 420 ' 

caggcctggc cggggcaggt tgtgggggac caaggagccc tgggtgtgaa ccccactgtg 
480 

gaggcagcag gcacctagtg gtgccactgg gacacccggc tccaggactc cggatgtcac 
540 

acatgcgtga gtcttggcgt ctacaccccc ctcggggcca gtgggtgagc agtggcccgt 
600 

ggtccccgcc agagctcccc cagagtggac ttggctccgc cggacacagt gccctgctct 
660 * 

gagctgccgc tggctgctcc acgtctgaga ccacgcgacg ttgcctcatg aactgacgtg 
720 

gacagcagca ggggagacgc tgggtggttc tgtggccaag cacagcccgt gtcaggagca 
.780 

caggccgtgc cctttcccag ggggcacact gggcatttct caatggcctt cacaggacgc 
840 

aaaggggcac acagaggcag tggggaagct ggagttcttg ggctggcagg gaatggtggc 
900 

agccttcttg gccttcatga agggcctggc ttgctgggct aaggtcacag tgttctgagg 
960 

tccccacacg cactcagact agaccctccg tacacaccca ggctagaccc tccatactca 
1020 

cccaggctag accctccata cacacccagg ctagaccctc catactcacc caggctagac 
1080 
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gatgtggctt ccccaggttg caaccccaag 
780 

gggggagcag aagagctgcc atcctcagtc 
840 

ctgctccata gtctcgcaca tggcatcctg 
900 

ccccattggc tggatgactc tgttcctgtt 
960 

gtcaaacatg gtcaccagct tcatggcctc 
1020 

catagggtta ggcggcttct cctccaccct 
1080 

ttccttgtac tcatctgtgt ctgtgtcctc 
1140 

tcctgccatg aggcccctgg cagccagaag 
1200 

gatgaatcgg ggcacactct cagagcacag 
1260 

cacatctgtg tccaggtgtg tcatgaggcg 
1320 

ctcaggccga gtcctcacat cccgcagagg 
1380 

ggcaggacgg tgcatgcggg cacattctgt 
1440 

cttcagcctg tgggtctggt gcagacgctt 
1500 

atccatatta actcccataa actctaagga 
1533 

<210> 4770 
<211> 237 
<212> PRT 

<213> Homo sapiens 
<400> 4770 

Met Gly Val Asn Met Asp Val He 

1 5 
Lys Arg Leu His Gin Thr His Arg 
20 

Leu Ser Val Leu Thr Glu Cys Ala 

35 40 
Phe Leu Lys Ala Gin Val Leu Pro 

50 55 
Pro Glu Val Gly Asp Leu Leu Arg 
65 70 
His Leu Asp Thr Asp Val Lys Arg 
85 

Leu Cys Ser Glu Ser Val Pro Arg 
100 

Asn Ala Ala Gly Leu Leu Ala Ala 
115 120 
Pro Glu Gly Gin Tyr Ser Glu Asp 

130 135 
Lys Glu Ala Lys Ala Ser He Asn 



gaagtctctg gaagcagcac cagtcctgat 
agggtccgag tcagggtccg aggagagctg 
cagggacgta agatgacccc ggggactcat 
ggggaaaggt gcagtggggc tggagagctt 
gtgctccttc tgctcctctg tcatgccctc 
cccggtcaca gggtttatgc tggctttggc 
atcctctgag tactggccct cgggccggcc 
gccagcagca ttcccatagc ctgtgtactt 
gacaaacaag aactcggcag ccaccctctt 
gacaagcttg tttcggagca ggtcccccac 
gggcaggacc tgggccttca ggaacttcct 
caacacgctc agcaccggtg ccacacactc 
ctctaggaag gcaaggaggg cattgatcac 
tec 



Asn 


Ala 


Leu 


Leu 


Ala 


Phe 


Leu 


Glu 




10 










15 




Leu 


Lys 


Glu 


Cys 


Val 


Ala 


Pro 


Val 


25 










30 






Arg 


Met 


His 


Arg 


Pro 


Ala 


Arg 


Lys 










45 








Pro 


Leu 


Arg 


Asp 


Val 


Arg 


Thr 


Arg 








60 










Asn 


Lys 


Leu 


val 


Arg 


Leu 


Met 


Thr 






75 










80 


Val 


Ala 


Ala 


Glu 


Phe 


Leu 


Phe 


Val 




90 










95 




Phe 


He 


Lys 


Tyr 


Thr 


Gly 


Tyr 


Gly 


105 










110 






Arg 


Gly 


Leu 


'Met 


Ala 


Gly 


Gly 


Arg 










125 








Glu 


Asp 


Thr 


Asp 


Thr 


Asp 


Glu 


Tyr 








140 










Pro 


Val 


Thr Gly 


Arg 


Val 


Glu 


Glu 
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275 280 285 



Glu 


Met 


Ala 


He 


Glu Val 


Phe 


GlU 


Leu 


Ala 


Glu 


Asn 


Glu 


ASp 


Ala 


Leu 




290 








295 










300 










Ser 


Pro 


Val 


Asp 


Met Glu. 


Pro 


Glu 


ys 


Leu 


val 


His 


Lys 


Phe 


Lys 


Glu 


305 








310 










315 










320 


Leu 


Gin 


He 


Lys 


His Ala 


Val 


Thr 


Glu 


Ala 


Glu 


He 


Gin 


Gin 


Leu 


Lys 








325 








330 










335 




Arg 


Lys 


Leu 


Gin 


Ser Leu 


Glu 


Gin 


Glu 


Lys 


Gly Arg 


Trp 


Arg 


Val 


Glu 




340 








34 5 










350 






Lys 


Ala 


Gin 


Leu 


Glu Gin 


Ser 


Val 


Glu 


Glu 


Asn 


Lys 


Glu 


Arg 


Met 


Glu 




355 








360 










365 






Val 


Lys 


Leu Glu Gly Tyr Trp Gly Glu 


Ala 


Gin 


Ser 


Leu 


Cys 


Gin 


Ala 


370 








375 










380 










Asp 


Glu 


His 


Leu 


Arg Glu 


Thr 


Gin 


Ala 


Gin Tyr 


Gin 


Ala 


Leu 


Glu 


Arg 


385 








390 










395 










400 


Lys 


Tyr 


Ser 


Lys 


Ala Lys 


Arg 


Leu 


He 


Lys 


Asp 


Tyr 


Gin 


Gin 


Lys 


Glu 






405 








410 










415 




He 


Glu 


Phe 


Leu 


Lys Lys 


Glu 


Thr 


Ala 


Gin 


Arg 


Arg 


Val 


Leu 


Glu 


Glu 








420 








425 










430 






Ser 


Glu 


Leu 


Ala 


Arg Lys 


Glu 


Glu 


Met 


Asp 


Lys 


Leu 


Leu 


Asp 


Lys 


He 






435 








440 










445 








Ser 


Glu 


Leu 


Glu Gly Asn 


Leu 


Gin 


Thr 


Leu 


Arg 


Asn 












450 








455 










460 











<210> 4769 
<211> 1533 
<212> DNA 

<213> Homo sapiens 
<400> 4769 

tttttttttt tttttttttt tttttttttt tttttttttt ttttttgtcc aaaactcttc 
60 ; 

tttatttcaa gatgatgttt ctgtggctat gtgtggtatg tggtataaat ctcaatctat 
120 

ggtcacacga ggggcatttt ccttgttgta agtgtagtct aaaccagtag gaaggaggtt 
180 

taattgccaa aaccagcgag aactcgggca ctgtggatac tacagtgggc agctgaacga 
240 

ggaccaagga gaatgtctaa gaggcctcca gccctgcgct cagtgaagac aggacaggaa 
300 

caacagagca tacatacctt ggaagggtgt gttctgatat actcgtatgg aaagttctga 
360 

caggttttct ccctgggaag tgcagcacat accccaacac actggctctg ccagtgtgcc 
420 

aatcccagat ggtgcttgct ttgtgtgcac ccacacccaa acccctgccc tcccatatgc 
480 

tcttctgtgt gcccaggtag gccctgccct caggcagcag cttctgaaca cattcctctt 
540 

ggcgcagaca aaagaaagta cttcgtctgt ggaattcgag gctgagcctg agttctagca 
600 

caagaagacc gttgcagtcc agagatgaga aactggacca gaggcaaatc atgaacagaa 
660 

cgggagtcaa gagaaggggt ttctaagatg gagaagtggg ggcgggtgtg gatccagtgg 
720 
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agcctggagc aggagaaggg gcgctggcgg gtggagaagg cgcagttgga gcagagtgtg 
1080 . 

gaggagaaca aggagcgcat ggagaaactg gaaggctact ggggtgaggc ccagagcctg 
1140 

tgccaggctg tggacgagca cctgcgggag actcaggcgc agtaccaggc cctggagcgc 
1200 

aagtacagca aggccaagcg cctcatcaag gactaccagc agaaggagat cgagttcctg 
1260 

aaaaaggaga ctgcacagcg tcgggttctg gaggagtcgg agctggccag aaaggaggag 
1320 

atggacaagc tcctggacaa gatctcagaa ctggaaggaa acttgcaaac actgaggaat 
1380 

<210>4768 

<211> 460 

<212> PRT 

<213> Homo sapiens 

<400> 4768 

. Xaa Arg Arg Gly Ala Val Ala Pro Pro Glu Arg Gly Val Gly Asn Gly 
1 '5 10 15 

Arg Ala Pro Glu Val Ala Pro Glu Glu Val Asp Glu Ser Lys Lys Glu 

20 25 30 

Asp Phe Ser Glu Ala Asp Leu Val Asp Val Ser Ala Tyr Ser Gly Leu 

35 40 45 

Gly Glu Asp Ser Ala Gly Ser Ala Leu Glu Glu Asp Asp Glu Asp Asp 

50 55 60 

Glu Gly Asp Gly Glu Pro Pro Tyr Glu Pro Glu Ser Gly Cys Val Glu 
65 70 75 80 

He Pro Gly Leu Ser Glu Glu Glu Asp Pro Ala Pro Ser Arg Lys He 

85 90 95 

His Phe Ser Thr Ala Pro He Gin Val Phe Ser Thr Tyr Ser Asn Glu 

100 105 HO 

Asp Tyr Asp Arg Arg Asn Glu Asp Val Asp Pro Met Ala Ala Ser Ala 

115 120 125 

Glu Tyr Glu Leu Glu Lys Arg Val Glu Arg Leu Glu Leu Phe Pro Val 

130 135 140 

Glu Leu Glu Lys Asp Ser Glu Gly Leu Gly He Ser He He Gly Met 
145 150 155 160 

Gly Ala Gly Ala Asp Met Gly Leu Glu Lys Leu Gly He Phe Val Lys 

165 170 175 

Thr Val Thr Glu Gly Gly Ala Ala His Arg Asp Gly Arg He Gin Val 

180 185 190 

Asn Asp Leu Leu Val Glu Val Asp Gly Thr Ser Leu Val Gly Val Thr 

195 200 205 

Gin Ser Phe Ala Ala Ser Val Leu Arg Asn Thr Lys Gly Arg Val Arg 

210 215 220 

Phe Met He Gly Arg Glu Arg Pro Gly Glu Gin Ser Glu Val Ala Gin 
225 230 235 240 

Leu He Gin Gin Thr Leu Glu Gin Glu Arg Trp Gin Arg Glu Met Met 

245 250 255 

Glu Gin Arg Tyr Ala Gin Tyr Gly Glu Asp Asp Glu Glu Thr Gly Glu 

260 265 270 

Tyr Ala Thr Asp Glu Asp Glu Glu Leu Ser' Pro Thr Phe Pro Gly Gly 
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180 185 190 

Phe Tyr- Ser Tyr Trp Thr Gly Leu Leu Arg Pro Asp Ser Gly Lys Ala 

195 200 205 

Trp Leu Trp Met Asp Gly Thr Pro Phe Thr Ser Glu Leu Phe His lie 

210 215 220 

He He Asp Val Thr Ser Pro Arg Ser Arg Asp Cys Val Ala He Leu 
225 - 230 235 240 

Asn Gly Met He Phe Ser Lys Asp Cys Lys Glu Leu Lys Arg Cys Val 

245 250 255 

Cys Glu Arg Arg Ala Gly Met Val Lys Pro Glu Ser Leu His Val Pro 

260 265 270 

Pro Glu Thr Leu Gly Glu Gly Asp 
275 280 

<210> 4767 

<211> 1380 

<212> DNA 

<213> Homo sapiens 

<400> 4767 

nngaggaggg gcgcggtagc gccgccagag aggggggtgg gcaatggccg ggccccggaa 
60 

gtggcccctg aggaggtaga tgaatccaag aaggaggact tctcggaggc ggacttggtg 
120 

gacgtgagcg cctacagtgg gctcggggag gactctgcgg gcagtgccct ggaggaggac 
180 

gacgaagacg acgaggggga tggggagccc ccctacgagc ccgagtcggg gtgcgtggag 
240 

atcccggggc tgtcggagga ggaggaccca gccccgagcc ggaagatcca tttcagcacg 
300 

gcgcccatcc aagtgttcag cacttactcc aacgaggatt acgatcgtcg caacgaggat 
360 

gtggatccca tggcagcctc tgctgagtac gagctggaga agcgtgtgga gaggttggag 
420 

ctgttccctg tggagctgga gaaggactcc gagggcctgg gcatcagcat catcggcatg 
480 

ggcgccgggg cagacatggg cctggagaag ctgggtatct tcgtcaagac cgtgacggag 
540 

ggtggtgcgg cccatcggga tggcaggatc caggtgaatg atctcctggt ggaggtggat 
600 

ggaacaagtc tggtgggagt gacccagagc ttcgcggcgt ctgtgctccg gaacaccaag 
660 

ggccgagtgc ggtttatgat tggccgggag cggccgggag agcagagcga agtggcccag 
720 

ctaattcagc agactttgga acaggagcga tggcagcggg agatgatgga gcagagatac 
780 

gcccagtatg gggaggatga cgaggagacg ggagagtatg ccactgacga ggatgaggag 
840 

ctgagcccca cgttcccggg tggtgagatg gccatcgagg tgtttgagct agcggagaac 
900 

gaggatgcac tgtcccctgt ggacatggag cccgagaagc tggtgcacaa gttcaaggag 
960 

ctccagatca agcatgcggt cactgaggca gagatccagc agctgaaaag aaagctgcag 
1020 
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tatttaacag tcacaagaag tcttatttac atgccaccaa ccaacctcag aaacccataa 
1080 

tgtcatctgc cttcttggct tagagataac ttttagctct ctttcttctc aatgtctaat 
1140 

atcacctccc tgttttcatg tcttccttac acttggtgga ataagaaact ttttgaagta 
1200 

gaggaaatac attgaggtaa catccttttc tctgacagtc aagtagtcca tcagaaattg 
1260 

gcagtcactt cccagattgt accagcaaat acacaaggaa ttctttttgt ttgtttcagt 
1320 

tcatactagt cccttcccaa tccatcagta aagaccccat ctgccttgtc catgccgttt 
1380 

cccaacaggg atgtcacttg atatgagaat ctcaaatctc aatgccttat aagcattcct 
1440 

tcctgtgtcc attaagactc tgataattgt ctcccctcca taggaatttc tcccaggaaa 
1500 

gaaatatatc cccatctccg tttcatatca gaactaccgt ccccgatatt cccttcagag 
1560. 

agattaaaga ccagaaaaaa gtgagcctct tcatctgcac ctgtaatagt ttcagttcct 
1620 

attttcttcc attgacccat atttatacct ttcaggtact gaagatttaa taataataaa 
1680 

tgtaaatact gtgaaaaaaa aaaaaaa 
1707 

<210> 4766 
<211> 280 
<212> PRT 

<213> Homo sapiens 
<400> 4766 

Leu Gin Ala Lys Tyr Asn Ser Thr Arg Asp Met Leu Asp Asp Asp Gly 

1 5 10 15 

Asp Thr Thr^ Met Ser Leu His Ser Gin Ala Ser. Ala Thr Thr Arg His 

20 25 30 

Pro Glu Pro Arg Arg Thr Glu His Arg Ala Pro Ser Ser Thr Trp Arg 

35 40 45 

Pro Val Ala Leu Thr Leu Leu Thr Leu Cys Leu Val Leu Leu He Gly 

50 55 60 

Leu Ala Ala Leu Gly Leu Leu Phe Phe Gin Tyr Tyr Gin Leu Ser Asn 
65 70 75 80 

Thr' Gly Gin Asp Thr He Ser Gin Met Glu Glu Arg Leu Gly Asn Thr 

85 90 95 

Ser Gin Glu Leu Gin Ser Leu Gin Val Gin Asn He Lys Leu Ala Gly 

100 105 110 

Ser Leu Gin His Val Ala Glu Lys Leu Cys Arg Glu Leu Tyr Asn Lys 

115 120. 125 

Ala Gly Ala His Arg Cys Ser Pro Cys Thr Glu Gin Trp Lys Trp His 

130 135 140 

Gly Asp Asn Cys Tyr Gin Phe Tyr Lys Asp Ser Lys Ser Trp Glu Asp 
145 150 155 160 

Cys Lys Tyr Phe Cys Leu Ser Glu Asn Ser Thr Met Leu Lys He Asn 

165 170 175 

Lys Gin Glu Asp Leu Glu Phe Ala Ala Ser Gin Ser Tyr Ser Glu Phe 
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610 615 620 

Gly He Ser lie Glu Asn He lie Pro Pro Gin Glu Pro Asp Phe Ser 



"u Asp Gin Glu Glu Lys Lys Lys Asp Ser Lys Lys Ser Lys Ala Asn 

645 650 655 

Leu Leu Glu Arg Arg Ser Thr Arg Thr Arg Lys Cys He Ser Tyr Arg 

660 665 670 

Phe Asp Glu Phe Asp Glu Ala He Asp Glu Ala He Glu Asp Asp He 

675 680 685 

Lys Glu Ala Asp Gly Gly Gly Val Gly Arg Gly Lys Asp He Ser Thr 

690 695 ™0 

He Thr Gly His Arg Gly Lys Asp He Ser Thr He Leu Asp Glu 
705 710 715 

<210> 4765 

<211> 1707 

<212> DNA 

<213> Homo sapiens 

<400> 4765 

ctgcaggcca agtacaacag cacgagggac atgctggatg atgatgggga caccaccatg 

agcctgcatt ctcaagcctc tgccacaact cggcatccag agccccggcg cacagagcac 

igggctccct cttcaacgtg gcgaccagtg gccctgaccc tgctgacttt gtgcttggtg. 
180 

ctgctgatag ggctggcagc cctggggctt ttgttttttc agtactacca gctctccaat 

actggtcaag acaccatttc tcaaatggaa gaaagattag gaaatacgtc ccaagagttg 
300 

caatctcttc aagtccagaa .tataaagctt gcaggaagtc tgcagcatgt ggctgaaaaa 

ctctgtcgtg agctgtataa caaagctgga gcacacaggt gcagcccttg tacagaacaa 

tggaaatggc atggagacaa ttgctaccag ttctataaag acagcaaaag ttgggaggac 

tgtaaatatt tctgccttag tgaaaactct accatgctga agataaacaa acaagaagac 

ctggaatttg ccgcgtctca gagctactct gagtttttct actcttattg gacagggctt 

ttgcgccctg acagtggcaa ggcctggctg tggatggatg gaaccccttt cacttctgaa 

ctgttccata ttataataga tgtcaccagc ccaagaagca gagactgtgt ggccatcctt 

aatgggatga tcttctcaaa ggactgcaaa gaattgaagc gttgtgtctg tgagagaagg 

gcaggaatgg tgaagccaga gagcctccat gtcccccctg aaacattagg cgaaggtgac 
840 

tgattcgccc tctgcaacta caaatagcag agtgagccag gcggtgccaa agcaagggct 
900 

agttgagaca ttgggaaatg gaacataatc aggaaagact atctctctga ctagtacaaa 

atgggttctc gtgtttcctg ttcaggatca ccagcatttc tgagcttggg tttatgcacg 
1020 



630 635 640 
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180 185 190 

Ser Glu Met Ala Lys Asp Leu Ser Ser Lys Thr Ala Leu Ser Ser Thr 

195 200 205 

Glu Ser Cys Thr Met Lys Gly Glu Glu Lys Ser Pro Lys Thr Lys Lys 

210 215 220 . 

Asp Lys Arg Pro Pro lie Leu Glu Cys Leu Glu Lys Leu Glu Lys Ser 
225 230 235 240 

Lys Lys Thr Phe Leu Asp Lys Asp Ala Gin Arg Leu Ser Pro He Pro 

245 .250 255 

Glu Glu- Val Pro Lys Ser Thr Leu Glu Ser Glu Lys Pro Gly Ser Pro 

260 265 270 

Glu Ala Ala Glu Thr Ser Pro Pro Ser Asn He He Asp His Cys Glu 

275 280 285 

Lys Leu Ala Ser Glu Lys Glu Val Val Glu Cys Gin Ser Thr Ser Thr 

290 295 300 

Val Gly Gly Gin Ser Val Lys Lys Val Asp Leu Glu Thr Leu Lys Glu 
305 310 315 320 

Asp Ser Glu Phe Thr Lys Val Glu Met Asp Asn Leu Asp Asn Ala Gin 

325 330 335 

Thr Ser Gly He Glu Glu Pro Ser Glu Thr Lys Gly Ser Met Gin Lys 

340 1 345 350 

Ser Lys Phe Lys Tyr Lys Leu Val Pro Glu Glu Glu Thr Thr Ala Ser 

355 360 365 . 

Glu Asn Thr Glu He Thr Ser Glu Arg Gin Lys Glu Gly He Lys Leu 

370 375 380 

Thr He Arg He Ser Ser Arg Lys Lys Lys Pro Asp Ser Pro Pro Lys 
385 390 395 400 

Val Leu Glu Pro Glu Asn Lys Gin Glu Lys Thr Glu Lys Glu Glu Glu 

405 410 415 

Lys Thr Asn Val Gly Arg Thr Leu Arg Arg Ser Pro Arg He Ser Arg 

420 425 430 

Pro Thr Ala Lys Val Ala Glu He Arg Asp Gin Lys Ala Asp Lys Lys 

435 440 445 

Arg Gly Glu Gly Glu Asp Glu Val Glu Glu Glu Ser Thr Ala Leu Gin 

450 . 455 460 

Lys Thr Asp Lys Lys Glu He Leu Lys Lys Ser Glu Lys Asp Thr Asn 
465 470 475 480 

Ser Lys Val Ser Lys Val Lys Pro Xaa Lys Ala Lys Phe Asp Gly Leu 

485 490 495 

Val Leu Gly His Val Ala Asp Gly Asn He Pro Ala Met Met Lys Val 

500 505 510 

Lys Gly Leu Ala Val Lys Asn His Leu Gin Leu Gin Lys Arg Arg Lys 

515 520 525 

Lys Arg Lys Val Lys Lys Pro Ser Xaa Ala Asp Asp Asp Glu Pro Cys 

530 535 540 

Lys Lys Cys Gly Leu Pro Asn His Pro Glu Leu He Leu Leu Cys Asp 
545 550 555 560 

Ser Cys Asp Ser Gly Tyr His Thr Ala Cys Leu Arg Pro Pro Leu Met 

565 570 575 

He He Pro Asp Gly Glu Trp Phe Cys Pro Pro Cys Gin His Lys Leu 

580 585 590 

Leu Cys Glu Lys Leu Glu Glu Gin Leu Gin Asp Leu Asp Val Ala Leu 

595 600 605 

Lys Lys Lys Glu Arg Ala Glu Arg Arg Lys Glu Arg Leu Val Tyr Val 
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tctaaagtaa gcaaggtaaa- acccnnaaag gcaaagttcg atggactggt tctcggacac 



1500 



gtggcagatg gaaatattcc agcaatgatg aaagtgaagg gtctggcagt gaaaaatcat 



1560 



ctgcagcttc agaagaggag gaagaaaagg aaagtgaaga agccatccnt agcagatgat 



1620 



gatgaaccat gcaaaaaatg tggccttcca aaccatcctg agctaattct tctgtgtgac 



1680 



tcttgcgata gtggatacca tactgcctgc cttcgccctc ctctgatgat catcccagat 



1740 



ggagaatggt tctgcccacc ttgccaacat aaactgctct gtgaaaaatt agaggaacag 



1800 



ttgcaggatt tggatgttgc cttaaagaag aaagagcgtg ccgaacgaag aaaagaacgc 



1860 



ttggtgtatg ttggtatcag tattgaaaac atcattcctc cacaagagcc agacttttct 



1920 



gaagatcaag aagaaaagaa aaaagattca aaaaaatcca aagcaaactt gcttgaaagg 



1980- 



aggtcaacaa gaacaaggaa atgtataagc tacagatttg atgagtttga tgaagcaatt 



2040 



gatgaagcta ttgaagatga catcaaagaa gccgatggag gaggagttgg ccgaggaaaa 
2100 

gatatctcca ccatcacagg tcatcgtggg aaagacatct ctactatttt ggatgaaa 
2158 

<210> 4764 
<211> 719 
<212> PRT 

<213> Homo" sapiens 
<400> 4764 

Xaa Phe Gly Gly Asn He Lys Ser Ser His Glu He Thr Glu Lys Ser 

1 5 10 15 

Thr Glu Glu Thr Glu Lys Leu Lys Asn Asp Gin Gin Ala Lys He Pro 

20 . 25 30 

Leu Lys Lys Arg Glu He Lys Leu Ser Asp Asp Phe Asp Ser Pro Val 

35 40 45 

Lys Gly Pro Leu Cys Lys Ser Val Thr Pro Thr Lys Glu Phe Leu Lys 

50 55 60 

Asp Glu He Lys Gin Glu Glu Glu Thr Cys Lys Arg He Ser Thr He 
65 70 75 80 

Thr Ala Leu Gly His Glu Gly Lys Gin Leu Val Asn Gly Glu Val Ser 

85 90 95 

Asp Glu Arg Val Ala Pro Asn Phe Lys Thr Glu Pro He Glu Thr Lys 

100 105 HO 

Phe Tyr Glu Thr Lys Glu Glu Ser Tyr Ser Pro Ser Lys Asp Arg Asn 

115 120 125 

He He Thr Glu Gly Asn Gly Thr Glu Ser Leu Asn Ser Val He Thr 

130 135 140 

Ser Met Lys Thr Gly Glu Leu Glu Lys Glu Thr Ala Pro Leu Arg Lys 
14 5 150 155 160 

Asp Ala Asp Ser Ser He Ser Val Leu Glu He His Ser Gin Lys Ala 

165 170 175 

Gin He Glu Glu Pro Asp Pro Pro Glu Met Glu Thr Ser Leu Asp Ser 
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<210> 4763 

<211> 2158 

<212> DNA 

<213> Homo sapiens 

<400> 4763 

nnatttggtg gcaatattaa atcttctcac gaaattactg agaaatctac tgaagaaact 
60 

gagaaactta aaaatgacca gcaggccaag ataccactaa aaaaacgaga aattaaactg 
120 

agtgatgatt ttgacagtcc agtcaaggga cctttgtgta aatcagttac tccaacaaaa 
180 

gagtttttga aagatgaaat aaaacaagag gaagagactt gtaaaaggat ctctacaatc 
240 

actgctttgg gtcatgaagg gaaacagctg gtaaatggag aagttagtga tgaaagggta 
300 

gctccaaatt ttaagacaga accaatagag acaaagtttt atgagacaaa ggaagagagc 
360 

1 tatagcccct ctaaggacag aaatatcatc acggagggaa atggaacaga gtccttaaat 
420 

tctgtcataa caagtatgaa aacaggtgag cttgagaaag aaacagcccc tttgaggaaa 
480 

gatgcagata gttcaatatc agtcttagag atccatagtc aaaaagcaca aatagaggaa 
540 

cccgatcctc cagaaatgga aacttctctt gattcttctg agatggcaaa agatctctct 
600 

tcaaaaactg ctttatcttc caccgagtcg tgtaccatga aaggtgaaga gaagtctccc 

660 - . 

aaaactaaga aggataagcg cccaccaatc ctagaatgtc ttgaaaagtt agagaagtcc 
720 

aaaaagactt ttcttgataa ggacgcacaa agattgagtc caataccaga agaagttcca 
I 780 

"aagagtactc tagagtcaga aaagcctggc tctcctgagg cagctgaaac ttctccacca 
840 

tctaatatca ttgaccactg tgagaaacta gcctcagaaa aagaagtggt agaatgccag 
900 

agtacaagta ctgttggtgg ccagtctgtg aaaaaagtag acctagaaac cctaaaagag 
960 

gattctgagt tcacaaaggt agaaatggat aatctggaca atgcccagac ctctggcata 
1020 

gaggagcctt ctgagacaaa gggttctatg caaaaaagca aattcaaata taagttggtt 
1080 

cctgaagaag aaaccactgc ctcagaaaat acagagataa cctctgaaag gcagaaagag 
1140 

ggcatcaaat taacaatcag gatatcaagt cggaaaaaga agcccgattc tccccccaaa 
1200 

gttctagaac cagaaaacaa' gcaagagaag acagaaaagg aagaggagaa aacaaatgtg 
1260 

ggtcgtactt taagaagatc tccaagaata tctagaccca ctgcaaaagt ggctgagatc 
1320 

agagatcaga aagctgataa aaaaagaggg gaaggagaag atgaggtgga agaagagtca 
1380 

acagctttgc aaaaaactga caaaaaggaa attttgaaaa aatcagagaa agatacaaat 
1440 
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gtccccttgt tctgggggca ggcgctgtgc ttctgtgagg tggtttagct tttgctttcg 
3660 

aagtggccag ctgcggccac caggtctcag cacaagagcg cttcctttgc acagaatgag 
3720 

cttcgagctt tgttcagact aaatgaatgt atctgggagg ggtcgggggc acgagttgat 
3780 

tccaagcaca tgcctttgct gagtgtgtgt gtgctgggag agtcagagtg gatgtagagc 
3840 

gcggttttat ttttgtactg acattggtaa gagactgtat agcatctatt tatttagatg 
3900 

atttatctgg taaatgaggc aaaaaaatta ttaaaaatac attaaagatg atttaaaaaa 
3960 

aagaaaaaaa aaa 
3973 

<210> 4762 

<211> 251 

<212> PRT 

<213> Homo sapiens 

<400> 4762 



Met 


Glu 


Leu 


Ser 


Ala 


He 


Gly 


Glu 


Gin 


Val 


Phe 


Ala 


Val 


Glu 


Ser He 


l 








5 










10 










15 


Arg 


Lys 


Lys 


Arg 


Val 


Arg 


Lys 


Gly 


Lys 


Val 


Glu 


Tyr 


Leu 


Val 


Lys Trp 






20 










25 










30 




Lys 


Gly 


Trp 


Pro 


Pro 


Lys 


Tyr 


Ser 


Thr 


Trp 


Glu 


Pro- 


Glu 


Glu 


His He 




35 










40 










45 






Leu 


Asp 


Pro 


Arg 


Leu 


Val 


Met 


Ala 


Tyr 


Glu 


Glu 


Lys 


Glu 


Glu 


Arg Asp 




50 










55 










60 








Arg 


Ala 


Ser 


Gly Tyr 


Arg 


Lys, 


Arg 


Gly 


Pro 


Lys 


Pro 


Lys 


Arg 


Leu Leu 


65 










70 










75 








80 


Leu 


Gin 


Arg 


Leu 


Tyr 


Ser 


Met 


Asp 


Leu 


Arg 


Ser 


Ser 


His 


Lys 


Ala Lys 










85 










90 










95 


Gly 


Lys 


Glu 


Lys 


Leu 


Cys 


Phe 


Ser 


Leu 


Thr 


Cys 


Pro Leu Gly 


Ser Gly 






100 










105 










110 




Ser 


Pro 


Glu 


Gly Val 


Val 


Lys 


Ala 


Gly Ala 


Pro 


Glu 


Leu 


Val 


Asp Lys 






115 










120 










125 






Gly 


Pro 


Leu 


Val 


Pro 


Thr 


Leu 


Pro 


Phe 


Pro 


Leu 


Arg 


Lys 


Pro 


Arg Lys 


130 










135 










140 








Ala 


His 


Lys 


Tyr 


Leu 


Arg 


Leu 


Ser 


Arg 


Lys 


Lys 


Phe 


Pro 


Pro 


Arg Gly 


145 








150 










155 








160 


Pro 


Asn 


Leu 


Glu 


Ser 


His 


Ser 


His 


Arg 


Arg 


Glu 


Leu 


Phe 


Leu 


Gin Glu 










165 










170 










175 


Pro 


Pro 


Ala 


Pro Asp 


Val 


Leu 


Gin 


Ala 


Ala 


Gly Glu Trp 


Glu 


Pro Ala 








180 










185 










190 




Ala 


Gin 


Pro 


Pro 


Glu 


Glu 


Glu 


Ala 


Asp 


Ala 


Asp 


Leu 


Ala 


Glu 


Gly Pro 






195 










200 










205 






Pro 


Pro 


Trp 


Thr 


Pro 


Ala 


Leu 


Pro 


Ser 


Ser 


Glu 


Val 


Thr 


Val 


Thr Asp 




210 








215 










220 








lie 


Thr 


Ala 


Asn 


Ser 


He 


Thr 


Val 


Thr 


Phe 


Arg 


Glu Ala Gin 


Ala Ala 


225 










230 










235 








240 


Glu 


Gly 


Phe 


Phe 


Arg 


Asp 


Arg 


Ser 


Gly Lys 


Phe 











245 250 
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cagggaggga gggagtgtcc caccacgttc 
2040 

cctccttcca ttctgcatcc cctccccatc 
2100 

gtattcctgt ggagggacct ctgccgtgcc 
2160 

gcaggctttg ccccagccca cccctggcaa 
2220 

gtcctggggg cccgtggctt ccctgccagt 
2280 

tgtaggggag acaaaaccag attggggggc 
2340 

ctgtctttcc ttggctgtca gagtcagggt 
2400 

aagtttgaga cctgcccgcc ctcctcgcag 
2460 

gtctactgag gcaaggagag ggtgattctt 
2S20 

accaaagaca gcctgcagcc ctttctgcat 
2580 

cctgagtctc tctttccttc ctcctcgatc 
2640 

cattgggggg acagtcccct ccgggatgac 
2700 

ctagaggaat acgtggggtg ggtctggaca 
2760 

gctgtggagc cctgtggagg ggaaggggaa 
2820 

gaggggtgcc cagcggaggt aaagatgata 
2880 

tttggcccat gactttggaa catggctggc 
2940 

cccagcggac atgggacctt tttcctgctt 
3000 

atctgtgggt ctgtggattc acggggcttt 
3060 

cagcagcagg acacatcttt cctcttactc 
3120 

ggctcaggga gagctgaact ccaggggtgt 
3180 

gctcagggca gccaggtggc tcatgggctg 
3240 

gtgggccgtt aggaccatcc tccaggacag 
3300 

gccgtgcagg cctccttcca gcccagagtg 
3360 

cacccccgca gccctcttaa aaggccagta 
3420 

catttgccca tctgcctttc tttcccccag 
3480 

gggcactttt ccttttgtgg tggggggtgc 
3540 

gcctggaatg caggactgtc actgctgttc 
3600 



tcagggcagc ccttgactcc taagcccctt 
caacctaaat gccacagctg gggctgagct 
tctctgaggt caggctgtgc tgtgtgatgg 
ggtgcacttg ttttctggtt tgtacaaggt 
gaggagtgac ttctccctct cttccagtcc 
ccaaggggag catggaaaag gccggctccc 
aacacacacc aagagtggag tgcggccagc 
ctctgctctg tgtcctcagg aagtcacaga 
tccccaaatc ccttcttccc tggttcccaa 
ggggtgctct gttgacaggc ttcccagatc 
tttagttgtc cacggtcaat tcagtgcttc 
ctgattcacc tccagcccag ggaatggaat 
aggagcggca ggaatcacca cccatctcca 
gcttggggtt cagaggggac tcttccagga 
gagggttgtg gggggtctct agttgaatgt 
agcttccagc agaagtcaag ctccccatcc 
cctggtcact ttcaaagaac tatttgcgca 
ctgtgtgggt gctgcagttg cttttgtctg 
aggcccttta tggcccatgg ggaactccgt 
gacctgggac gggtgggcct gaggtgccca 
tagtgagcca gctccctggg ggaaaaggct 
gtgacctcta tgaggtcacc tacggctgtg 
gcccagtaga gcaaggcaga cagtgacctc 
ctcttggggg tggggggagg gtttagaaag 
cccccacccg ctttgaatgt agagacccgt 
ggaggaggta cccccacccc tggcacagcc 
gggtgatgac ctcgttgcca agctcctcct 
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agctcccaca aggccaaggg 
420 

agcgggagcc ctgagggggt 
480 

ttggtgccca ccctgccctt 
540 

ctctcgcgca agaagttccc 
600 

gagctcttcc tgcaggagcc 
660 

cctgctgcgc agccccctga 
720 

tggacacctg cgctcccctc 
780 

accgtcacct tccgcgaggc 
840 

ttctgaatca ccgtttttac 
900 

ccagagatag ggatgggttg 
960 

caaaagggga gaagatccca 
1020 

ccacgaggcc tcaggctggg 
1080 

gggcaggatg gggacaggat 
1140 

acgcagcagc tggttctggg 
1200 

gtggccaccc cagcctggtt 
.1260 

accttgaact ctcctctctg 
1320 

gagtggggcg ggaggaaggg 
1380 

cccttcagag aggcttctat 
1440 

gagctctgcc ctcccctcat 
1500 

acaggtgtgc acgcattacc 
1560 

tggctgcaga cgtgtccaca 
1620 

acgtggggtg attcacagca 
1680 

catgcacctt gctacctgct 
1740 

atggcacccc atgctccagg 
1800 

gggtgtgcag gcgtctgcta 
1860 

ccctgtcctt cctcccgtga 
1920 

ttccaattcc cctctttttc 
1980 



caaggagaag ctctgcttct 
ggtcaaggcg ggggcacctg 
cccgctccgc aagccccgaa 
gccccgcggg cccaacctgg 
accggcccca gacgtcctgc 
agaggaggca gatgccgacc 
aagtgaggtg accgtgaccg 
ccaggcagct gagggcttct 
tcttcttaaa ctgttttctt 
ggggcggggt aattatttta 
ctactctccc accacctgcc 
gatggagaga gttgctctgg 
cacctgcccg ggacaccacc 
agttaaagga gcattggaag 
ggctggtttt ccccttttct 
gctttgcggt gggctgtgga 
gcaggaggaa gggttgaggt 
ccttcccagg gaggaggcgc 
cacctggcct gtgcagaaac 
cttcgcgtgt acgttcccat 
tgggccttgc gaacctgggt 
caaaagacct caccaccaca 
tgcggctttc agtggagggc 
catacagatg tggtttctcg 
agttgtgtga tgtatcagca 
ggggttcttg ttctttctga 
tgccctcccc tccaactcag 



ccctgacgtg cccactcggc 
agctggtgga caagggcccc 
aggcccacaa gtacctgcgg 
agagccacag ccatcgacgg 
aggcggctgg cgagtgggag 
tggccgaggg gccccctccc 
acatcaccgc caactccatc 
tccgagaccg cagtgggaag 
ttgggcttgg ggtgggactt 
tttaaaaaaa taccgagcag 
ctttctctga gggacgttta 
gagttggggt accaccccca 
attatcattc tcctctagtg 
gcccaaaccc tctcccttga 
cttgtttcaa ttgggtcttt 
ggctggtttt gaccaaaagt 
tacttggggc gagtcccttc 
cgctgagacc cttctgctga 
gctcatgcac acctggctgc 
gtgccccgtg aaagcatgtg 
tagaaaccct ggccaggcga 
cctgcactca ccccaccttg 
aggggtctgg cacaggtgcg 
gctgcaccgg gccaggctgc 
caggctttga gacgtctgga 
ctcaggtgac ttttcagccc 
ccaacccagg tgtgggcagt 
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gtcgctgccc ttcacacctt ttggtgctac ccctccccag agttaagcac tggatgtctc 
660 

ctgatcccag gctgggaccc ctacccccac cccctttgat cctttctact tccacggtga 
720 

aaggactgag gtcggactac agagggaaga gggacttccc ttgactgggt tgtgtttctt 
780 

ttcctgcctc agcccagctc tgcaaatccc ctccccctgc ccctcacctc cccaggctca 
840 

ccttgccatg ccaggtggtt tggggaccaa gatgttgggg gggtgaatca ggatcctaat 
900 

ggtgctgccc tatttatacc tgggtctgta ttaaaaggga aagtcccccc tgttgtagat 
960 

ttcatctgct tcctccttag ggaaggctgg gatatgatga gagattccag cccaagcccg 
1020 

gccccccacc gccaggccat agggcataat ttgcatctca aatctgagaa taaactgatg 

1080 

aactgtg 

1087 

<210> 4760 

<211> 78 

<212> PRT 

<213> Homo sapiens 

<400> 4760 

Xaa Ala Arg Phe Val Gly Thr Asn Gly Glu Glu Leu Ser Phe Asn Gin 

1 5 10 15 

Thr Thr Ala Ala Thr Val Ser Val Pro Gin Asp Gly Cys Arg Leu Arg. 

20 25 30 

Lys Gly Gin Thr Lys Thr Leu Phe Glu Phe Ser Ser Ser Arg Ala Gly 

35 40 45 

Phe Leu Pro Leu Trp Asp Val Ala Ala Thr Asp Phe Gly Gin Thr Asn 

50 55 60 

Gin Lys Phe Gly Phe Glu Leu Gly Pro Val Cys Phe Ser Ser 
65 70 75 

<210> 4761 

<211> 3973 

<212> DNA 

<213> Homo sapiens 

<400> 4761 

nccagcccca gcatcgcgcg ccgcagccgc ggccccgcag ctccgccccc ggcccggccc 
60 

ggccccgggc ccgctcgccc gccgccccgc atggagctgt cagccatcgg cgagcaggtg 
120 

ttcgccgtgg agagcatccg gaagaagcgc gtgcggaagg gtaaagtcga gtatctggtg 
180. 

aagtggaaag gatggccccc aaagtacagc acgtgggagc cagaagagca catcttggac 
240 

ccccgcctcg tcatggccta cgaggagaag gaggagagag accgagcatc ggggtatagg 
300 

aagagaggtc cgaaacccaa gcggcttctg ctgcagcggc tgtacagcat ggacctgcgg 
360 . 
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gctagtgggc tggcgttcca tccggcccgt gacctactgg ctgcagggga cgtggacggg 

glcgtattcg tcttttccta ctcttgccaa gagggagaaa ccaaggagct ggtcatcagg 

180 

tcacatctca aggcctgccg agctgtggcc ttctctgaag atgggcagaa gctcattact 
240 

gtctccaagg acaaagccat ccatgttcta ga 
272 

<210> 47S8 
<211> 90 
<212> PRT 

<213> Homo sapiens 
<400> 4758 

Xaa Met Glu Ala Pro Thr Arg lie Arg Asp Thr Pro Glu Asp lie Val 

! 5 10 15 

Leu Glu Ala Pro Ala Ser Gly Leu Ala Phe His Pro Ala Arg Asp Leu 

20 25 30 

Leu Ala Ala Gly Asp Val Asp Gly Asp Val Phe Val Phe Ser Tyr Ser 

35 40 4S 

Cys Gin Glu Gly Glu Thr Lys Glu Leu Val lie Arg Ser His Leu Lys 

50 55 60 

Ala Cys Arg Ala Val Ala Phe Ser Glu Asp Gly Gin Lys Leu He Thr 
65 70 75 80 

Val Ser Lys Asp Lys Ala He His Val Leu 
85 90 

<210> 4759 

<211> 1087 

<212> DNA 

<213> Homo sapiens 

nqcgcccgct tcgttggcac caatggagag gagctgtctt tcaaccagac gacagcagcc 

actgtcagcg tcccccagga tggctgccgg ctccggaaag gacagacgaa gacccttttc 

gaattcagct cttctcgagc gggatttctg cccctgtggg atgtggcggc cactgacttt 
180 

ggccagacga accaaaagtt tgggtttgaa ctgggccccg tctgcttcag cagctgagag 

tgtccggggt gggagggacc gtgagggagc cccagaatgg ggtgcatttg gtgctgaggc 

tttgaagcca ccgtattttt cgttacctgt gactatggag ccaatgggat gtgacttcgc 

tcatcacggt cagtcattcc ttctcctttc cagggtgctg ggggctgggg ttccctggcc 

caagggtcca gcctcctctc accccattcc aggtggcata ctgcagtctg gctctttctc 

ccctccctcc ccacccaagc ctcacctccc caccccttga acccccatgc aatgagcttc 

taactcagag ctgatgaaca aaagcccccc cacccccaat gcctgcctcc tcactcctcc 
600 
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cccaaagcca gctgttccag gctccagggg aaaaaggtgt ggccaggctg ctcctcgagg 
1740 

aggctgggag ctggccgact gcaaaagcca gactggggca cctcccgtat ccttggggca 
1800 

tggtgtgggg tggtgagggt ctcctgctat attctcctgg atccatggaa atagcctggc 
1860 

tccctcttac ccagtaatga ggggcaggga agggaactgg gaggcagccg tttagtcctc 
1920 

cctgccctgc ccactgcctg gatggggcga tgccacccct catccttcac ccagctctgg 
1980 

cctctgggtc ccaccaccca gccccccgtg tcagaacaat ctttgctctg tacaatcggc 
2040 

ctctttacaa taaaacctcc tgctccacaa aaaaaaaaaa aaaaaaaaaa aaa 
2093 

<210> 4756 

<211> 188 

<212> PRT 

<213> Homo sapiens 

<400> 4756 



Ser 


Val 


Pro 


Tyr 


Phe 


Ser 


Pro 


Ala 


Glu 


Pro 


Gly Thr 


Leu 


Lys 


Thr 


Ser 


1 








5 










10 










15 




Leu 


Val 


Ala 


Thr 


Pro 


Gly 


He 


Asp 


Lys 


Leu 


Thr 


Glu 


Lys 


Ser 


Gin 


Val 








20 










25 










30 






Ser 


Glu 


Asp 


Gly 


Thr 


Leu 


Arg 


Ser 


Leu 


Glu 


Pro 


Glu 


Pro 


Gin 


Gin 


Ser 






35 










40 










45 








Leu 


Glu 


Asp 


Gly 


Ser 


Pro 


Ala 


Lys Gly Glu 


Pro 


Ser 


Gin 


Ala 


Trp 


Arg 




50 










55 










60 










Glu 


Gin 


Arg 


Arg 


Pro 


Ser 


Thr 


Ser 


Ser 


Ala 


Ser Gly 


Gin 


Trp 


Ser 


Pro 


65 










70 










75 










80 


Thr 


Pro 


Glu 


Trp 


val 


Leu 


Ser 


Trp 


Lys 


Ser 


Lys 


Leu 


Pro 


Leu 


Gin 


Thr 










85 










90 










95 




lie 


Met 


Arg 


Leu 


Leu 


Gin 


Val 


Leu 


Val 


Pro 


Gin 


Val 


Glu 


Lys 


He 


Cys 








100 










105 










110 






He 


Asp Lys 


Gly 


Leu 


Thr 


Asp 


Glu 


Ser 


Glu 


He 


Leu 


Arg 


Phe 


Leu 


Gin 






115 










120 










125 








His 


Gly 


Thr 


Leu 


val 


Gly Leu 


Leu 


Pro 


Val 


Pro 


His 


Pro 


He 


Leu 


He 




130 










135 










140 










Arg 


Lys 


Tyr 


Gin 


Ala 


Asn Ser Gly Thr Ala 


Met 


Trp 


Phe 


Arg 


Thr 


Tyr 


145 








150 










155 










160 


Met 


Trp 


Gly 


Val 


He 


Tyr 


Leu 


Arg 


Asn 


Val 


Asp 


Pro 


Pro 


Val 


Trp 


Tyr 










165 










170 










175 




Asp 


Thr 


Asp 


Val 


Lys 


Leu 


Phe 


Glu 


He 


Gin 


Arg 


Val 











180 185 

<210> 4757 

<2H> 272 

<212> DNA 

<213> Homo sapiens 

<400> 4757 

nccatggaag ccccaacccg gatccgggac actccggaag acatcgtgct ggaagctccg 
60 
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agtcgtttca ttttgcctaa atgaatatga gagatatctt ccatttttcc atcccaattc 
120 

cctatccgcc tgtctgagcc tcaggaaact agcctcatga cttcctccac acacttccct 
180 

gccctctggt ttctgagtgg gacgtggaga gagggaggag atggaagttg gggtctttat 
240 

tcccacagca ccccacccct acccccgcag acttaactaa ggctggcagt ggccttcaac 
300 

caaaggccat agtgtctggt gtacacagcc ctcttgttcc aagtcccggt aaccactgcc 
360 

tccccttgtc ctagcccctc cgtcttacgc taaccattgt aatttttcta catcctgccc 
420 

acaccattat aaataagtta atgatttatt gtgtcgtctt caaattactg aagtggggag 
480 

tgtgccttct gtttcctgtt gtgacgctgc agataatagc aagtaagtta aacagtaagt 
540 

aaatatttcc tatttcagag gaatataaaa catcacactt agtgcttgct tcagcagcat 
600 

atatactaaa attggaacga tacagagaag attagcatga cccctgcgca aggatggcac 
660 

gcaaattcgt gaagcgttcc atatttttcc cctgcagagc caggcaccct caagaccagt 
720 

ctggtggcta ctccaggcat tgacaagctg accgagaagt cccaggtgtc agaggatggc 
780 

accttgcggt ccctggaacc tgagccccag cagagcttgg aggatggcag cccggctaag 
840 

ggggagccca gccaggcatg gagggagcag cggcgaccgt ccacctcatc agccagtggg 
900 

cagtggagcc caacgccaga gtgggtcctc tcctggaagt cgaagctgcc gctgcagacc 
960 

atcatgaggc tgctgcaggt gctggttccg caggtggaga agatctgcat cgacaagggc 
1020 

ctgacggatg agtctgagat cctgcggttc ctgcagcatg gcaccctggt ggggctgctg 
1080 

cccgtgcccc accccatcct catccgcaag taccaggcca actcgggcac tgccatgtgg 
1140 

ttccgcacct acatgtgggg cgtcatctat ctgaggaatg tggacccccc tgtctggtac 
1200 

gacaccgacg tgaagctgtt tgagatacag cgggtgtgag gatgaagccg acgaggggct 
1260 

cagtctaggg gaaggcaggg ccttggtccc tgaggcttcc cccatccacc attctgagct 
1320 

ttaaattacc acgatcaggg cctggaacag gcagagtggc cctgagtgtc atgccctaga 
1380 

gacccctgtg gccaggacaa tgtgaactgg ctcagatccc cctcaacccc taggctggac 
1440 

tcacaggagc cccatctctg gggctatgcc cccaccagag accactgccc ccaacactcg 
1500 

gactccctct ttaagacctg gctcagtgct ggcccctcag tgcccaccca ctcctgtgct 
1560 

acccagcccc agaggcagaa gccaaaatgg gtcactgtgc cctaaggggt ttgaccaggg 
1620 

aaccacgggc tgtcccttga ggtgcctgga cagggtaagg gggtgcttcc agcctcctaa 
1680 
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385 

Asp Thr Glu Ala 

Val Ala Glu Glu 
420 

Pro Ser Val Glu 
435 

Pro lie Glu Glu 
450 

Pro Ser Ser Gly 
465 

Glu Ser Pro Ser 

Ser Val Thr Val 
500 

Ser lie Lys Ser 
515 

Gly Glu Leu Gin 
530 

Phe Asp Ala Ser 
545 

His Pro Glu Lys 

Gly Gly Gly Ser 
580 

Val Val. Asn Asn 
595 

Glu Glu Leu Ser 
610 

Ser Val Ser Thr 
625 

Thr Gin Ser Pro 

Leu Lys Glu Pro 
660 

Gin Met Ser Asp 
675 

Leu Gin Glu Lys 
690 

Ser Glu Val Ala 
705 

Glu Arg Glu Ser 

Ser Ser lie Asn 
740 



390 

Ala Ala Ser Pro 
405 

Ser Leu Gin Thr 

Leu Glu Lys Pro 
440 

Lys Thr Val Glu 
455 

Ser Asn Ser Val 
470 

Ser Val Thr Val 
485 

Ser Glu Pro Leu 

Glu Thr Asp Ser 
520 

Asp Leu Gin Ser 
535 

Val Ser Ser Ser 
550 

Ala Cys Thr Gly 
565 

Ser Ser Lys Lys 

Thr Lys Lys Gly 
600 

Ala Gly Glu Ser 
615 

Gly Met Lys Ser 
630 

Gly Lys Cys Gly 
645 

Ser Asn Arg Leu 

Leu Glu Asn Met 
680 

Leu Gin Glu Asn 

. 695 
Ser lie Asp Arg 
710 

Ala Ala Thr Ser 
725 

Ser Cys Cys Tyr 



395 

Pro His Pro Ala 
410 

Val Ala Glu Glu 
425 

Pro Pro Val Asn 

Val Asn Asp Arg 
460 

Leu Asn Thr Pro 
475 

Thr Glu Gly Ser 
490 

Ala Pro Asn Gin 
505 

Thr lie Glu Val 

Glu Gly Asn Ser 
540 

Ser Ser Asn Gin 
555 

Gin Lys Arg Val 
570 

Gin Lys Arg Ser 
585 

Lys Gly Thr Asn 

He Thr Lys Ser 
620 

His Ser Thr Lys 
635 

Lys Asn Gly Asp 
650 

Pro Lys Val Tyr 
665 

Thr Ser Ala Glu 

Gin Lys His Tyr 
700 

Arg Arg Lys Arg 
715 

Ser Ser Ser Ser 
730 

Val Asn Phe Ser 
745 



400 

Pro Glu Glu Gly 
415 

Glu Ser Cys Ser 

430 • 
Val Asp Ser Lys 
445 

Lys Ala Glu Phe 

Pro Thr Thr Pro 
480 

Arg Gin Gin Ser 
495 

Glu Glu Val Arg 
510 

Asp Ser Val Ala 
525 

Ser Pro Ala Gly 

Pro Glu Pro Glu 
560 

Lys Asp Ala Gin 
575 

His Lys Ala Thr 
590 

Ser Ser Asp Ser 
605 

Gin Pro Val Lys 

Ser Pro Ala Arg 
640 

Lys Asp Pro Asp 
655 

Lys Trp Ser Phe 
670 

Arg He Thr He 
685 

Leu Ser Leu Lys 

Leu Lys Lys Lys 
720 

Ser Pro Ser Ser 
735 



<210> 4755 

<211> 2093 

<212> DNA 

<213> Homo sapiens 

<400> 4755 

naaacaggtc aggtaaaccc acatgcccaa agtcacacac aaggcagcat tctgaagttc 
60 
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<211> 748 
<212> PRT 

<213> Homo sapiens 

<400> 4754 _ 
Glu Glu Glu Glu Glu Glu Glu Asp Glu Asp Asp Asp Asp Asn Asn Glu 

1 5 10 15 

Glu Glu Glu Phe Glu Cys Tyr Pro Pro Gly Met Lys Val Gin Val Arg 

20 25 '30 

Tyr Gly Arg Gly Lys Asn Gin Lys Met Tyr Glu Ala Ser He Lys Asp 

35 40 45 

Ser Asp Val Glu Gly Gly Glu Val Leu Tyr Leu Val His Tyr Cys Gly 

50 55 60 . 

Trp Asn Val Arg Tyr Asp Glu Trp He Lys Ala Asp Lys He Val Arg 
65 70 75 80 

Pro Ala Asp Lys Asn Val Pro Lys He Lys His Arg Lys Lys He Lys , 

85 "90 95 

Asn Lys Leu Asp Lys Glu Lys Asp Lys Asp Glu Lys Tyr Ser Pro Lys- 

100 105 HO 

Asn Cys Lys Leu Arg Arg Leu Ser Lys Pro Pro Phe Gin Thr Asn Pro 

X15 120 125 

Ser Pro Glu Met Val Ser Lys Leu Asp Leu Thr Asp Ala Lys Asn Ser 

130 135 140 

Asp Thr Ala His He Lys Ser He Glu He Thr Ser He Leu Asn Gly 
14 S 150 155 160 

Leu Gin Ala Ser Glu Ser Ser Ala Glu Asp Ser Glu Gin Glu Asp Glu 

165 170 175 

Arg Gly Ala Gin Asp Met Asp Asn Asn Gly Lys Glu Glu Ser Lys He 

180. 185 190 

Asp His Leu Thr Asn Asn Arg Asn Asp Leu He Ser Lys Glu Glu Gin 

195 200 205 

Asn Ser Ser Ser Leu Leu Glu Glu Asn Lys Val His Ala Asp Leu Val 

210 215 220 

He Ser Lys Pro Val Ser Lys Ser Pro Glu Arg Leu Arg Lys Asp He 
225 230 235 240 

Glu Val Leu Ser Glu Asp Thr Asp Tyr Glu Glu Asp Glu Val Thr Lys 

245 250 255 

Lys Arg Lys Asp Val Lys Lys Asp Thr Thr Asp Lys Ser Ser Lys Pro 

260 265 270 

Gin He Lys Arg Gly Lys Arg Arg Tyr Cys Asn Thr Glu , Glu Cys Leu 

275 280 285 

Lys Thr Gly Ser Pro Gly Lys Lys Glu Glu Lys Ala Lys Asn Lys Glu 

290 295 300 

Ser Leu Cys Met Glu Asn Ser Ser Thr Ala Leu Gin Met Lys Met Lys 
305 310 315 320 

Lys Asn Lys Ala Lys Met Thr Pro Thr Lys Lys Tyr Asn Gly Leu Glu 

325 330 335 

Glu Lys Arg Lys Ser Leu Arg Thr Thr Gly Phe Tyr Ser Gly Phe Ser 

340 345 350 

Glu Val Ala Glu Lys Arg He Lys Leu Leu Asn Asn Ser Asp Glu Arg 

355 • 360 365 

Leu Gin Asn Ser Arg Ala Lys Asp Arg Lys Asp Val Trp Ser Ser He 

370 375 380 

Gin Gly Gin Trp Pro Lys Lys Thr Leu Lys Glu Leu Phe Ser Asp Ser 
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acaggtcaga aaagagtgaa agatgctcag 
3840 

agaagccata aagcaacagt ggtaaacaac 
3900 

gatagtgaag aactttcagc tggtgaaagt 
3960 

tccactggaa tgaagtctca tagtaccaaa 
4020 

tgtggaaaga atggtgataa ggatcctgat 
4080 

gtttacaaat ggagttttca gatgtcggac 
4140 

acaattcttc aagaaaaact tcaagaaaat 
4200 

gtagcttcca ttgatcggag gagaaagcgt 
4260 

acatcctcat cctcctcttc accttcatcc 
4320 

tttagctgaa ccgtcaatgt ccagcgcatc 
4380 

gacagcagga cttgctaaag cactttggca 
4440 

tatactgcac agtggcacaa aaaaatatca 
4500 

tttcttgaca agctgacttg gcacttaagt 
4560 

actgcttttc ctcaagcaat aattgtttcc 
4620 

tggaaggcct tccactgtgg caaatggagg 
4680 

agcatagtta aggggtgggt cagaacatgt 
4740 

gtattttgtt aaagctggaa catttgatat 
4800 

ctattttcat ttgtacaagg taattgtttt 
4860 

ttgtataagt caagcacatg taataaattc 
4920 

caatcctggt aaccaaatat taaagattct 
4980 

ttgaattagg ctaaaaggtc ttgcagtggc 
5040 

tactgtactt tgccattttt ctataaatca 
5100 

gtgaaaaaag aaaatggcct aataaactgt 
5160 

acttagccag ttcaaagtgt atatttattc 
5220 

ttttctgtaa atgtttcttt ccccttaaat 
5280 

attatgagcc accaccaa 
5298 

<210> 4754 



ggaggaggaa gttcatcaaa aaagcagaaa 
acaaagaagg gaaaaggcac aaatagtagt 
ataactaaga gtcagccagt caaatcagtt 
tctcccgcaa ggacgcagtc tccaggaaaa 
ctcaaggaac ccagtaatcg attacccaaa 
ctggaaaata tgacaagtgc cgaacgcatc 
cagaaacatt atctgtcatt aaaatctgaa 
ttaaagaaga aagagagaga aagtgctgct- 
agttccataa acagctgctg ttatgttaac 
acaaaatgga atgtcagttg agtgacaggt 
cttaatggct gttgagggcc actttttttt 
gacaagcact attttaatat ttaaaaattg 
gcactttttt atgaagaaaa agtacaatga 
aacttgtctg ggaattgtgt gtctggtaac 
cttttcactg cctgtagaga caatacagta 
taagataact tactgtatat gtattccctt 
ttttccattt atttatgaaa aaatatgaac 
ttaaagcaag tcaccttagg gtggctttaa 
aaaacctgca gttaacagga tattagacat 
ctttaaaaaa gactgaacat gtttacaggt 
ttttcatggc ccttcaaatt ggaatggaac 
gtattttttt ttaattttga tatacattgt 
attaaatctt aaacaatgta taaagattgt 
ataatgaatt ataacagtta tatttttgtg 
accagataat tcctttggaa tgcttatttt 



3931 



WO 00/58473 



PCT/US00/08621 



atgaaagtcc aagtgcggta tggacgaggg 
2220 

aaagattctg atgtcgaagg tggagaggtc 
2280 

gtgagatacg atgaatggat taaagcagat 
2340 

ccaaagataa aacatcggaa gaaaataaag 
2400 

gaaaaatact ctccaaaaaa ctgtaaactt 
2460 

aatccatctc ctgaaatggt atccaaactg 
2520 

gctcatatta agtccataga aattacttcg 
2580 

tctgctgaag acagtgagca ggaagatgag 
2640 

aaagaggaat ctaagattga tcatttgacc 
2700 

gaacagaaca gttcatcttt gctagaagaa 
2760 

aaaccagtgt caaaatctcc agaaagatta 
2820 

actgattatg aagaagatga agtcacaaaa 
2880 

gataaatctt caaaaccaca aataaaacgt 
2940 

tgtctaaaaa ctggatcacc tggcaaaaag 
3000 

tgcatggaaa acagtagcac agctcttcag 
3060 

acaccaacta agaaatacaa tggtttggag 
. 3120 

ttctattcag gattttcaga agtggcagaa 
3180 

gaaagacttc aaaacagcag ggccaaagat 
3240 

cagtggccta aaaaaacgct gaaagagctt 
3300 

tccccaccgc atcctgcccc agaggagggg 
3360 

gaagaggaga gttgttcacc cagtgtagaa 
3420 

agtaaaccca ttgaagaaaa aacagtagag 
3480 

agtggcagta attcagtgct aaatacccct 
3540 

actgtaacag aaggcagccg gcagcagtct 
3600 

aaccaagaag aggttcgaag tatcaagagt 
3660 

gttgctgggg agctccaaga cctccagtct 
3720 

gccagtgtga gctcaagcag tagtaatcag 
3780 



aaaaatcaaa aaatgtatga agctagtatt 
ctttacttgg tgcattactg cggatggaat 
aaaatagtaa gacctgctga taaaaatgtg 
aataaattag acaaagaaaa agacaaagat 
cggcgcttgt ccaaaccacc atttcagaca 
gatctcactg atgccaaaaa ctctgatact 
atccttaatg gacttcaagc ttctgaaagt 
agaggtgctc aagacatgga taataatggc 
aacaacagaa atgatcttat ttcaaaggag 
aacaaagttc atgcagattt ggtaatatcc 
aggaaagata tagaagtatt atccgaagat 
aagagaaagg atgtcaagaa ggacacaaca 
ggtaaaagaa ggtattgcaa tacagaagag 
gaagagaagg ccaagaacaa agaatcactt 
atgaagatga agaagaacaa agcaaagatg 
gaaaaaagaa aatctctacg gacaactggt 
aaaaggatta aacttttaaa taactctgat 
cgaaaagatg tctggtcaag tattcaggga 
ttttcagact ctgatactga ggctgcagct 
gtggcagagg agtcactgca gactgtggct 
ctagaaaaac cacctccagt caatgtcgat 
gtcaatgaca gaaaagcaga atttccaagt 
cctactacac ctgaatcgcc ttcatcagtc 
tctgtaacag tatcagaacc actggctcca 
gaaactgata gcacaattga ggtggatagt 
gaagggaata gctcgccagc aggttttgat 
ccagaaccag aacatcctga aaaagcctgt 
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aaaagacttg tcaaagtcaa ggtgacattt agacatgatt cttcaacagt ggaagttcag 
600 

gatgaccaca taaagggccc actaaaggta ggagctattg tggaagtgaa gaatcttgat 
660 

ggtgcatatc aggaagctgt tatcaataaa ctaacagatg cgagttggta cactgtagtt 
720 

tttgatgacg gagatgagaa gacactgaga cgatcttcac tgtgcctgaa aggagagagg 
780 

cattttgctg aaagtgaaac attagaccag ctcccactca ccaaccctga gcattttggc 
B40 

actccagtca taggaaagaa aacaaataga ggaagaagat ctaatcatat accagaggaa 
900 

gagtcttcat catcctccag tgatgaagat gaggatgata ggaaacagat tgatgagcta 
960 

ctaggcaaag ttgtatgtgt agattacatt agtttggata aaaagaaagc actgtggttt 
1020 

cctgcattgg tggtttgtcc tgattgtagt gatgagattg ctgtaaaaaa ggacaatatt 
1080 

cttgttcgat ctttcaaaga tggaaaattt acttcagttc caagaaaaga tgtccatgaa 
1140 

attactagtg acactgcacc aaagcctgat gctgttttaa agcaagcctt tgaacaggca 
1200 

cttgaatttc acaaaagtag aactattcct gctaactgga agactgaatt gaaagaagat 
1260 

agctctagca gtgaagcaga ggaagaagag gaggaggaag atgatgaaaa agaaaaggag 
1320 

gataatagca gtgaagaaga agaagaaata gaaccatttc cagaagaaag ggagaacttt 
1380 

cttcagcaat tgtacaaatt tatggaagat agaggtacac ctattaacaa acgacctgta 
1440 

cttggatatc gaaatttgaa tctctttaag ttattcagac ttgtacacaa acttggagga 
1500 

tttgataata ttgaaagtgg agctgtttgg aaacaagtct accaagatct tggaatccct 
1560 

gtcttaaatt cagctgcagg atacaatgtt aaatgtgctt ataaaaaata cttatatggt 
1620 

tttgaggagt actgtagatc agccaacatt gaatttcaga tggcattgcc agagaaagtt 
1680 

gttaacaagc aatgtaagga gtgtgaaaat gtaaaagaaa taaaagttaa ggaggaaaat 
1740 

gaaacagaga tcaaagaaat aaagatggag gaggagagga atataatacc aagagaagaa 
1800 

aagcctattg aggatgaaat tgaaagaaaa gaaaatatta agccctctct gggaagtaaa 
1860 

aagaatttat tagaatctat acctacacat tctgatcagg aaaaagaagt taacattaaa 
1920 

aaaccagaag acaatgaaaa tctggacgac aaagatgatg acacaactag ggtagatgaa 
1980 

tccctcaaca taaaggtaga agctgaggaa gaaaaagcaa aatctggaga tgaaacgaat 
2040 

aaagaagaag atgaagatga tgaagaagca gaagaggagg aggaggagga agaagaagaa 
2100 

gaggatgaag atgatgatga caacaatgag gaagaggagt ttgagtgcta tccaccaggc 
2160 
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100 105 110 



Ala 


Gin 


Leu 


i nr 


Ser 


He 


Val 


He 


Ala 


Thr 


Pro 


Gly Thr Arg 


Leu 


Ala 






lib 










120 










125 








Gly 


Pro 


Gin 


rp V, >» 

i nr 


Val 


Gin 


Leu 


Ser 


Lys 


Pro 


Ser 


Leu 


Glu 


Lys 


Gin 


Thr 


130 










135 










140 










Val 


Lys 


Ser 


HIS 


Thr 


Glu 


Thr 


Asp 


Glu 


Lys 


Gin 


Thr 


Glu 


Ser 


Ara 


Thr 


145 








150 










155 










160 


He 


Thr 


Pro 


Pro 


Ala 


Ala 


Pro 


Lys 


Pro 


Lys 


Arg 


Glu 


Glu 


Asn 


Pro 


Gin 










165 










170 










175 




Lys 


Leu 


Ala 


Pne 


Met 


Val 


Ser 


Leu Gly 


Leu 


Val 


Thr 


His 


Asp 


His 


Leu 






1 OA 
J.OU 










185 










190 






Glu Glu 


lie 


Gin 


Ser 


Lys 


Arg 


Gin 


Glu 


Arg 


Lys 


Arg 


Arg 


Thr 


Thr 


Ala 






195 










200 










205 








Asn 


Pro 


Val 


Tyr 


Ser Gly Ala 


Val 


Phe 


Glu 


Pro 


Glu 


Arg 


Lys 


Lys 


Ser 




210 










215 










.220 










Ala 


Val 


Thr 


Tyr 


Leu 


Asn 


Ser 


Thr 


Met 


His 


Pro Gly Thr Arg 


Lys 


Arg 


225 










230 










235 










240 


Ala 


Asn 


Glu 


Glu 


His 


Trp 


Pro 


Lys 


Gly Asp 


He 


His 


Glu 


Asp 


Phe 


Cys 










245 










250 










255 




Ser 


Val 


Cys 


Arg 


Lys 


Ser 


Gly 


Gin 


Leu 


Leu 


Met 


Cys 


Asp 


Thr 


Cys 


Ser 








260 










265 










'270 






Arg Val 


Tyr 


His 


Leu 


Asp 


Cys 


Leu 


Asp 


Pro 


Pro 


Leu 


Lys 


Thr 


He 


Pro 






275 










280 










285 








Lys. Gly 


Met 


Trp 


He 


Cys 


Pro 


Arg 


Cys 


Gin 


Asp 


Gin 


Met 


Leu 


Lys 


Lys 




290 










295 










300 










Glu 


Glu 


Ala 


He 


Pro 


Trp 


Xaa 


Trp Asn 


Phe 


Ser 


Asn 


Cys 


Ser 


Phe 


Leu 


305 










310 










315 










320 


Tyr 


Cys 


Leu 


Gin 


Ser 


Ser 


Lys 


Arg Arg Arg Glu 


Thr 


Glu 


Val 


Thr 





325 330 335 



<210> 4753 
<211> 5298 
<212> DNA 

<213> Homo sapiens 
<400> 4753 

ntccggagtg aggagctegg tcgccgaagc ggagggagac tcttgagctt catcttgccg 
60 

ccgccacggc caccgcctgg acctttgccc ggagggagct gcagagggtc catcgccgcc 
120 

gtcctctgga gggcagcgcg attgggggee cggacctcca gtccgggggg gatttttcgt 
180 

cgtccccctc ccccccacca gggageccga. gcggnncgcc aaacaaaggt accagtcgcc , 
240 

gecgegggag gaggaggagc cggagcctct gcctcagcag ccgctggacc cgccgccctt 
300 

cttccccatc tctcccccgg gcctgctggt tttggggggg agaaggagag aggggactct 
360 

ggacgtgcca gggtcagatc tcgcctccga ggaaggtgca gctgaacctg gtgttttaga 
420 

ggataccttg gtcccagagt catcatgaag geccttgatg agcctcccta tttgacagtg 
480 

ggcactgatg tgagtgctaa atacagagga gccttttgtg aagecaagat caagacagca 
540 
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tctaaacttt cgctactata aaaccaaaaa aaggaattga gatttcacca accccagtgc 
1860 

ccagaagagg gaaggggagt ggctggaggg agcagggggt tggacagtgt atcaaataag 
1920 

cagtatttaa tcacctctgg cgggggcctc gtgcaagggg agactgacac caagaacagc 
1980 

cagtaggttc ttctcccctg cactctgctc cctgcgcggt aaccccacca ctcctgaagc 
2040 

ctgcccagtc tccttccttc cctgcttggt gagtcgcgca tctccgtggt tatcccgctg 
2100 

tctcctctcc aagaacaagc agagccgggc cactagcttg cccaaggcag ggaagaagga 
2160 

tgtgtgtgtc caggaaggaa aaaaaggtgg atcagtgatt ttacttgaaa tcaagctcca 
2220 

tcccttttct atatttataa gaagagaaga tcttgagtga agcagcacgc gacccaggtg 
2280 

tgtgtgaatt gaatggagac gtttcttttc tctttcttta atttttgttt ttgttctttt 
2340 

tttctttaag gaaagtttta ttttactgtt cattttactt tcttggtaac aaaaactaaa 
2400 

ataaggaata gaaaagctgt ttttcaggct gacagtccaa ttaagggtag ccaagacctt 
2460 

gcatggtaga gtaggaatca tagtgtcagt gaggtcccgt gagtctttgt gagtccttgt 
2520 

gtcatcgttc gggcactgtt ttttttatgc aagggcaaaa atctttgtat ctggggaaaa 
2580 

aaaacttttt tttaaattaa aaaggaaaat aaaagatatt gaggtcttcc tagtgttact 
2640 

taaattaaga tcaaggtaag aaacattgta aaaaaaaatt acaaaagtgc tatttgtttc 
2700 

ctaaaaacag tgatttctat taaaaaggtg tcagaactgg aaaaaaaaaa aaaaaaaaaa 
2760| 

aaaaaaaaaa aaaaaaa 
2777 

<210> 4752 

<211> 335 

<212> PRT 

<213> Homo sapiens 



<400> 4752 



Ala 


Arg 


Gly 


Leu 


Pro Lys Trp Gly Gin Lys 


Thr 


Gin 


Ser 


Leu 


Cys 


Arg 


1 






5 10 










15 




Phe 


Arg 


Gin 


His 


Leu Leu Ser Pro Ser Lys 


Tyr 


His 


Ser 


Leu 


Ser 


Pro 






20 


25 








30 






Leu 


Leu 


Asp 


Ser 


Leu His Val Gin Thr Phe 


Phe 


His 


Arg 


Phe Asp 


Pro 






35 




40 






45 








Ser 


Leu 


Trp 


Pro 


Arg lie Thr Phe Leu Leu 


Pro 


Pro 


Ala 


Pro 


Pro 


Pro 




50 




55 




60 , 










Met 


Leu 


Ala 


Ala 


Pro Gin Leu lie Gin Arg 


Pro 


Val 


Met 


Leu 


Thr 


Lys 


65 








70 


75 










80 


Phe 


Thr 


Pro 


Thr 


Thr Leu Pro Thr Ser Gin 
85 90 


Asn 


Ser 


He 


His 


Pro 
95 


Val 


Arg Val 


Val 


Asn 


Gly Gin Thr Ala Thr He 


Ala 


Lys 


Thr 


Phe 


Pro 


Met 
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gcaccacctc ccatgctcgc agctcctcag cttatccaga ggcccgtcat gctgaccaag 
240 

ttcaccccc'a caacccttcc cacatcccag aattccatcc accccgtccg tgtcgtcaat 
300 

gggcagactg caaccatagc caaaacgttc cccatggccc agctcaccag cattgtgata 
360 

gctactccag ggaccagact cgctggacct caaactgtac agcttagcaa gccaagtctt 
420 

gaaaaacaga cagttaaatc tcacacagaa acagatgaga aacaaacaga gagccgcacc 
480 

atcaccccac ctgctgcacc caaaccaaaa cgggaggaga accctcagaa acttgccttc 
540 

atggtgtctc tagggttggt aacacatgac catctagaag aaatccaaag caagaggcaa 
600 

gagcgaaaaa gaagaacaac agcaaatccg gtctacagtg gagcagtctt tgagccagag 
660 

cgtaagaaga gtgcagtgac atacctaaac agcacaatgc accctgggac ccggaagaga 
720 

gccaatgagg aacactggcc aaagggtgat attcatgagg atttttgcag cgtttgcaga 
780 

aaaagtggcc agttactgat gtgcgacaca tgttcccgtg tatatcattt ggactgctta 
840 

gacccccctc tgaaaacaat tcccaagggc atgtggatct gtcccagatg tcaggaccag 
900 

atgctgaaga aggaagaagc aattccatgg ncctggaact ttagcaattg ttcattccta 
960 

tattgcctac aaagcagcaa aagaagaaga gaaacagaag ttacttaaat ggagttcaga 
1020 

tttaaaacaa gaacgagaac aactagagca aaaggtgaaa cagctcagca attccataag 
1080 

taaatgcatg gaaatgaaga acaccatcct ggcccggcag aaggagatgc acagctccct 
1140 

ggagaaggta aaacagctga ttcgcctcat ccacggcatc gacctctcca aacctgtaga 
1200 

ctctgaggcc actgtggggg gccatctcca atggcccgga ctgcaccccc cctgccaatg 
1260 

ccgccacctc cacgccggcc ccttccccct cctcccagag ctgcacagcg aactgtaacc 
1320 

agggggaaga gactaaataa cagagcccct ctaggagaag ccacgggatc ccggcggcaa 
1380 

ggagaacaga acactgaaga ctctagaaaa gcaaagccgg atttctggaa agtgcagaat 
1440 

tcttttggtt ctttggttcc agagagagag aagatgcttg tgccaggtgg caccagagtt 
1500 

tgccaattga' tccttcttat tctgtgtgta catgcaaaga ttggaccatg ttacatgaaa 
1560 

' tagtgccagc tggaggttct ttgccagcac catgccaagt gaaataatat atttactctc 
1620 

tctattatac accagtgtgt gcctgcagca gcctccacag ccacgatggg tttgtttctg 
1680 

ttttcttggg tggggagcag ggacgggcgg agggaggaga gcaggtttca gatccttact 

1740 

tgccgagccg tttgtttagg tagagaagac aagtccaaag agtgtgtggg ctttcctgtt 
1800 



3926 



WO 00/58473 PCT/US00/08621 



<211> 276 
<212> PRT 

<213> Homo sapiens . 
<400> 4750 

Xaa Arg Val Ser Ser Met Ala Ser Ala Asp Ser Arg Arg Leu Ala Asp 

1 5 10 15 

Gly Gly Gly Ala Gly Gly Thr Phe Gin Pro Tyr Leu Asp Thr Leu Arg 

20 25 ,30 

Gin Glu Leu Gin Gin Thr Asp Pro Thr Leu Leu Ser Val val Val Ala 

35 40 . 45 

Val Leu Ala Val Leu Leu Thr Leu Val Phe Trp Lys Leu He Arg Ser 

50 55 60 

Arg Arg Ser Ser Gin Arg Ala Val Leu Leu Val Gly Leu Cys Asp Ser 
65 70 75 80 

Gly Lys Thr Leu Leu Phe Val Arg Leu Leu Thr Gly Leu Tyr Arg Asp 

85 90 95 

Thr Gin Thr Ser . He. Thr Asp Ser Cys Ala Val Tyr Arg Val Asn Asn 

100 105 110 1 

Asn Arg Gly Asn Ser Leu Thr Leu He Asp Leu Pro Gly His Glu Ser 

115 120 125 

Leu Arg Leu Gin Phe Leu Glu Arg Phe Lys Ser Ser Ala Arg Ala He 

130 135 140 

Val Phe Val Val Asp Ser Ala Ala Phe Gin Arg Glu Val Lys Asp Val 
145 150 155 160 

Ala Glu Phe Leu Tyr Gin Val Leu He Asp Ser Met Gly Leu Lys Asn. 

165 170 175 

Thr Pro Ser Phe Leu He Ala Cys Asn Lys Gin Asp He Ala Met Ala 

180 • , 185 190 

Lys Ser Ala Lys Leu He Gin Gin Gin Leu Glu Lys Glu Leu Asn Thr 

195 200 205 • 

Leu Arg Val Thr Arg Ser Ala Ala Pro Ser Thr Leu Asp Ser Ser Ser 

'210 215 220 

Thr Ala Pro Ala Gin Leu Gly Lys Lys Gly Lys Glu Phe Glu Phe Ser 
225 230 235 240 

Gin Leu Pro Leu Lys Val Glu Phe Leu Glu Cys Ser Ala Lys Gly Gly 

245 . 250 255 

Arg Gly Asp Val Gly Ser Ala Asp He Gin Asp Leu Glu Lys Trp Leu 

260 265 270 

Ala Lys He Ala 
275 

<210> 4751 

<211> 2777 

<212> DNA 

<213> Homo sapiens 

<400> 4751 

gccagaggcc tgcccaaatg ggggcaaaaa acacagtcac tctgcaggtt caggcaacac 
60 

ctcctcagcc catcaaagta ccacagttta tcccccctcc tagactcact ccacgtccaa 
120 

actttcttcc acaggttcga cccaagcctg tggcccagaa taacattcct attgccccca 
180 
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gacagttcca gcactgcccc tgctcagctg gggaagaaag gcaaagagtt tgaattctca 

c^gttgcccc tcaaagtgga gttcctggag tgcagtgcca agggtggaag aggggacgtg 
780 

ggctctgctg acatccagga cttggagaaa tggctggcta aaattgcctg agaggcagct 
840 

ctaaagcaca agacctggat gtgtgacaca cagttttgga aaaaggtctg tggtagtctg 

gagttgatga ggaaggggta, caagatgtgg ttagaaacat ttctttgttc tggaaacaaa 

gtactgttga aaccagcttg gaattttttt tttttttttt ttaagttcag ttctccctta 
1020 

tggctgcctt tcaaacaagt .accttttatc tgatgcctgt atcttccctt tgttaaggtg 

1080 ■ " 

taacttgatg tagggtcaag gtttttgtga caacaggcag actccacaca gagaggatat 

gitgagaata tggccatcac ctgaaaagtt ttcttatctt ctgtgctttt ggtccctgga 

aacaaatccg cctatgtatg aagctagttg atttccagtt gcactatttc cagttgcctc 

tgaagttcac aggcaataca ttgtctagtc ctttgcgaat ttctctgatt tgtgggcaca 

1320 - 

gttatgaagt ttccccacat gtgaagacag gtacaaaata gcagagccaa gcagacagtg 

ggtctattct tcattagctc agtgacttgt ccacactcgt cttagcactt acgtttcaaa 
1440 

agcttgtcac aaacccttgg agtcattccc agataataga . actggaaatg ataaatcccc 
1500 . 

taatgccaag ggtctagtgt gttcttagtg gttatactgg gaagtgtgtg gagatttagg 
1560 

tgctgctctg ctgctctgga tggctgaagg ctcctgggcc atcttcatgt gctgcttgaa 

1620 " 

gagctcctat tttgtactcc tggctagaat gctgtggaac aaatacaaag tgaaaaaagt 

1680 

tctctgtaga tttctgaagt gcatattcat tgatgccaag aaaaaaaaaa aagttgcctt 
1740 

tttgaagtga tgttttttgc tgtcttctta aacacaaggc ttttttgaat gattagtata 

1800 ^ _ 

tttcatggta aagaaaacag cctgtctggc tcaaagcaat taaatagaat gtaatggtga 

gtacaaatga gtgcacatgt caggactcag gtctaactcc ttgtctcctg agcctaaaga 
1920 

ttgcaacata cacaagaaca cactcctatt cctaccccac acactcaggg acaagcccaa 
1980 

ctaaagctta caaggagacc agggtggctc tgtccagggg agaagccagt tatggaacag 
2040 

tgcattgaga gccatggtag gagaggccca cagttctctg gagcatgcag caggggcacc 
2100 

ccacctggcc ttgaggatca gggggagtca aaggataaag catggggctg atgacgtctg 
2160 

agggagtgtg atcctccatg tatggcctct gcctgc 
2196 

<210> 4750 
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85 90 95 

Arg Pro Lys lie Gly Leu Pro Ala Gly Val Ser Gly Trp Gin Ser Gly 

100 105 110 

Leu Ala Phe Phe Pro Leu Glu Ser Ser lie lie Pro Ala Gly Val Ala 

115 120 125 

Glu Lys Ser Arg Glu Arg Leu lie Arg Asn Thr Cys Glu Ala Val Val 

130 135 140 

Leu Gly Thr Leu His Pro Arg Thr Ser He Thr Val Val Leu pin Val 
145 150 155 160 

Val Ser Asp Ala Gly Ser Leu Leu Ala Cys Cys Leu Asn Ala Ala Cys 

165 170 175 

Met Ala Leu Val Asp Ala Gly Val Pro Met Arg Ala Leu Phe Cys Gly 

180 * 185 190 

Val Ala Cys Ala Leu. Asp Ser Asp Gly Thr Leu Val Leu Asp Pro Thr 

195 200 - 205 

Ser Lys Gin Glu Lys Glu Ala Arg Ala Val Leu Thr Phe Ala Leu Asp 

210 215 220 

Ser Val Glu Arg Lys Leu Leu Met Ser Ser Thr Lys Gly Leu Tyr Ser 
225 230 235 240 

Asp Thr Glu Leu Gin Gin Cys Leu Ala Ala Ala Gin Ala Ala Ser Gin 

245 250 255 

His Val Phe Arg Phe Tyr Arg Glu Ser Leu Gin Arg Arg Tyr Ser Lys 
260 265 270 

Ser 



<210> 4749 
<211> 2196 
<212> DNA 

<213> Homo sapiens 
<400> 4749 

nnacgcgtct catccatggc ttccgcggac tcgcgccggc tggcagatgg cggcggtgcc 
60 

gggggcacct tccagcccta cctagacacc ttgcggcagg agctgcagca gacggaccca 
120 

acgctgttgt cagtagtggt ggcggttctt gcggtgctgc tgacgctagt cttctggaag 
180 

ttaatccgga gcagaaggag cagtcagaga gctgttcttc ttgttggcct ttgtgattcc 
240 

gggaaaacgt tgctctttgt caggttgtta acaggccttt atagagacac tcagacgtcc 
300 

attactgaca gctgtgctgt atacagagtc aacaataaca ggggcaatag tctgaccttg 
360 

attgaccttc ccggccatga gagtttgagg cttcagttct tagagcggtt taagtcttca 
420 

gccagggcta ttgtgtttgt tgtggatagt gcagcattcc agcgagaggt gaaagatgtg 
480 

gctgagtttc tgtatcaagt cctcattgac agtatgggtc tgaagaatac accatcattc 
540 

ttaatagcct gcaataagca agatattgca atggcaaaat cagcaaagtt aattcaacag 
600 

cagctggaga aagaactcaa caccttacga gttacccgtt ctgctgcccc cagcacactg 
660 
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acgcatactg acgccaaaat ccgtgctgaa aatggaacag ggtccagccc tcggggtcct 
120 

ggctgcagcc tccggcactt tgcctgcgaa cagaacctgc tgtcgcggcc agatggctct 
180 

gcttccttcc tgcaaggtga cacctctgtc ctggcgggtg tgtacgggcc ggccgaggtg 
240 

aaggtcagca aagagatttt caacaaggcc acactcgaag tgatcctgag gccgaagatt 
300 

gggctgcctg caggggtcag tggatggcag tcaggccttg ccttcttccc actggaatct 
360 

tccatcatcc ctgcaggtgt tgcagagaag agccgggagc ggctgatcag gaacacgtgc 
420 

gaggcggtgg tgctgggcac gttgcacccc cgcacctcca tcaccgtggt gctgcaggtt 
480 ^ 

gtcagcgatg ccggctctct cctggcctgt tgtctgaatg ccgcctgcat ggcattggtg 
540 

gatgcaggtg tgcccatgcg ggctctcttc tgtggggtcg cctgcgccct ggactctgat 
600 

gggaccctcg tgctggatcc tacatccaag caagaaaagg aggcccgggc agtcctgacc 
660 

tttgccctgg acagcgtgga acggaagctg ctgatgtcca gcaccaaggg gctctactca 
720 - 

gacactgagc tccagcagtg cctggctgcg gcccaggccg cttcgcaaca cgtcttccgt 
780 

ttctaccggg aatcgctgca gaggcgttac tccaagagct gaggcaagct ggggcaaggg 
840 

gccgctccca ttgcctccac ccactcaccc cctacagcct gaagcaaacc agcagcccag 
900 

ccttgcctct ctgacccatg ggctccttga gcctgcagct ctgtaaccac agggctcctg 
960 

tggggaggcc ttggcctgtg acagccccca ggcctggggg cacagatccc cccagcaagg 
1020 

ataacattca aaggagctca catttatgga atggatgaat caataaatta attcacttta 
1080 

aaaaaaaaaa a 
1091 

<210> 4748 
<211> 273 
<212> PRT 

<213"> Homo sapiens 



<400> 4748 



Xaa Cys Gin 


Ala 


Glu 


Val 


Thr 


Thr 


Ala Ser 


Ala Arg Gly Leu Gly Ala 


1 




5 








10 


15 


Met Glu Glu 


Glu 


Thr 


His 


Thr 


Asp 


Ala Lys 


lie Arg Ala Glu Asn Gly 




20 










25 


30 


Thr Gly Ser 


Ser 


Pro 


Arg Gly 


Pro 


Gly Cys 


Ser Leu Arg His Phe Ala 


35 










40 




45 


Cys Glu Gin 


Asn 


Leu 


Leu 


Ser 


Arg 


Pro Asp 


Gly Ser Ala Ser Phe Leu 


50 








55 






' 60 


Gin Gly Asp 


Thr 


Ser 


Val 


Leu 


Ala 


Gly Val 


Tyr Gly Pro Ala Glu Val 


65 






70 








75 80 


Lys Val Ser 


Lys 


Glu 


lie 


Phe 


Asn 


Lys Ala 


Thr Leu Glu Val lie Leu 
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cccgaatctt cgacaatagc ttcctatgta accttgagga aaactaagaa gatgatggat 



480 



ctaagaacgg aaagaccaag aagtgcagtg gaacagctct gtttggctga aagtactcga 



540 

ccaaggatga ctgtggaaga gcaaatggaa agaataagaa gatatcaaca agcgtgcctg 
600 

agggagaaga aaaaagggtt aaatgttatc ggtgcttcag accagtcacc cttacaaagc 
660 

ccttaa 
666 

<210> 4746 
<211> 221 
<212> PRT 

<213> Homo sapiens 
<400> 4746 

Ala Trp Arg Glu Tyr Asp Lys Leu Glu Tyr Asp Val Thr Val Thr Arg 

1 5 10- 15 

Asn Gin Met Gin Glu Gin Leu Asp His Leu Gly Glu Val Gin Thr Glu 

20 25 30 

Ser Ala Gly He Gin Arg Ala Gin He Gin Lys Glu Leu Trp Arg He 

35 40 45 

Gin Asp Val Met Glu Gly Leu Ser Lys His Lys Gin Gin Arg Gly Thr 

50 55 60 

Thr Glu He Gly Met He Gly Ser Lys Pro Phe Ser Thr Val Lys Tyr 
65 70 75 80 

Lys Asn Glu Gly Pro Asp Tyr Arg Leu Tyr Lys Ser Glu Pro Glu Leu 

85 90 95 

Thr Thr Val Ala Glu Val Asp Glu Ser Asn Gly Glu Glu Lys Ser Glu 

100 105 no 

Pro 1 Val Ser Glu He Glu Thr Ser Val Val Lys Gly Ser His Phe Pro 

115 120 125 

Val Gly Val Val Pro Pro Arg Ala Lys Ser Pro Thr Pro Glu Ser Ser 

130 135 140 

Thr He Ala Ser Tyr Val Thr Leu Arg Lys Thr Lys Lys Met Met Asp 
145 150 155 160 

Leu Arg Thr Glu Arg Pro Arg Ser Ala Val Glu Gin Leu Cys Leu Ala 

165 170 . . 175 

Glu Ser Thr Arg Pro Arg Met Thr Val Glu Glu Gin Met Glu Arg He 

180 185 190 

Arg Arg Tyr Gin Gin Ala Cys Leu Arg Glu Lys Lys Lys Gly Leu Asn 

195 200 205 

Val He Gly Ala Ser Asp Gin Ser Pro Leu Gin Ser Pro 
210 215 220 

<210> 4747 

<211> 1091 

<212> DNA 

<213> Homo sapiens 

<400> 4747 

ncatgccagg cggaagtcac aactgcatcc gcacgtgggc tcggcgcgat ggaggaggag 
60 
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aagggcatgg cacagctcca cctgacctgg atctctctgc tattaatgac aaaagcatcg 

tcaaaaagac gccacagtta gcaaaaacaa tatcaaagaa acctgagtca acatcatttt 

c^gcccctcg gaaaaagagc ccggatttat ctgaagcgaa tggaatgatg gag 
473 

<210> 4744 
<211> 150 
<212> PRT 

<213> Homo sapiens 
^4 00 > 4 74 4 

Met Ala Asp Ser Ser Gly Arg Gly Ala Gly Lys Pro Ala Thr Gly Pro 

! 5 1° 15 

Thr Asn Ser Ser Ser Ala Lys Lys Lys Asp Lys Arg Val Gin Gly Gly 

20 25 30 

Arg Val lie Glu Ser Arg Tyr Leu Gin Tyr Glu Lys Lys Thr Thr Gin 

35 40 *5 

Lys Ala Pro Ala Gly Asp Gly Ser Gin Thr Arg Gly Lys Met Ser Glu 

50 55 6° 

Gly Gly Arg Lys Ser Ser Leu Leu Gin Lys Ser Lys Ala Asp Ser Ser 

Gly val Gly Lys Gly Asp Leu Gin Ser Thr Leu Leu Glu Gly His Gly 

85 90 . 95 . 

Thr Ala Pro Pro Asp Leu Asp Leu Ser Ala He Asn Asp Lys Ser lie 

ioo 105 110 D „ 

Val Lys Lys Thr Pro Gin Leu Ala Lys Thr He Ser Lys Lys Pro Glu 

115 120 125 

Ser Thr Ser Phe Ser Ala Pro Arg Lys Lys Ser Pro Asp Leu Ser Glu 

130 135 140 

Ala Asn Gly Met Met Glu 
145 150 - 

<210> 4745 

<211> 666 

<212> DNA 

<213> Homo sapiens 

<400> 4745 

gcatggagag aatatgataa gttagaatac gatgtaactg ttaccaggaa ccagatgcaa 

gagcagctgg atcaccttgg tgaagttcag acggaatcag caggaattca gcgtgcacag 
120 

attcagaaag aactttggcg aattcaggat gtcatggaag ggctgagtaa acataagcag 

180 

caaagaggta ctacagaaat aggtatgata ggatcaaagc ctttctcaac agttaagtac 
240 

aaaaatgagg gtccagatta tagactctac aagagtgaac cagagttaac aacagtggca 

gaagttgatg aatctaatgg agaagaaaaa tcagaacctg tttcagagat agaaacttca 

gttgttaaag gttcccactt tcctgttgga gtagtccctc caagagcaaa atcaccaaca 
420 
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<400> 4741 

aaatttactt ctctcaggtc aacaggtgtt " tttctttctt tttttttttt tttttccctt 
60 

ttttttctta aaaaaaaaaa aggggttttt ctttgccccc cccgttcccc cccct-tcccc 
120 

ttccgaaaaa' aagaggggaa ttttttaaaa aacccgaaag gggggaaggg ggggggtata 
180 

aaagataaaa tttggttttt tgggggggaa aatttggaca ccccaccctc gggttttttt 
240 

tccccacccc .aaaaaatttt aaaagggggc cctaaaaaaa attttttctt taatttccaa 
300 

ataaaaaaaa aatggggttc caaaatcatt gaaaaatagg ggggactcca aaaccttgaa 
360 ^ 

ttttcccaag ggggaccact aaaatttacc ccttttttgg ggttttgggg g 
411 

<210> 4742 
<211> 109 
<212> PRT 

<213> Homo sapiens 
<400> 4742 

Met He Leu Glu Pro His Phe Phe Phe He Trp Lys Leu Lys Lys Lys 

1 5 10 15 

Phe Phe Leu Gly Pro Pro Phe Lys lie Phe Trp Gly Gly Glu Lys Lys 

20 25 30 

Pro Glu Gly Gly Val Ser Lys Phe Ser Pro Pro Lys Ash Gin lie Leu 

35 40 45 . 

Ser Phe He Pro Pro Pro Phe Pro Pro Phe Gly Phe Phe Lys Lys Phe 

50 55 -60 

Pro Ser Phe Phe Arg Lys Gly Lys Gly Gly Glu Arg Gly Gly Gin Arg 
65 . 70 75 80 

Lys Thr Pro Phe Phe Phe Leu Arg Lys Lys Arg Glu Lys Lys Lys Lys 

85 " 90 95 

Lys Glu Arg Lys Thr Pro Val Asp Leu Arg Glu Val Asn 
100 105 

<210> 4743 
<211> 473 
<212> DNA 

<213> Homo sapiens 
<400> 4743 

gccttgaggt ggaaggcggg aaaatggcgg attcctcggg gcgaggcgct gggaagcctg 
60 

caaccggccc cacaaattct agcagtgcca agaagaagga taaaagagtt caaggtggaa 
120 

gagtgattga gtcccggtat ctgcagtatg aaaagaagac aacccaaaag gctcctgcag 
180 

gagatgggtc acagacccga gggaagatgt ctgaaggtgg aaggaaatcc agcctgctcc 
240 

agaaaagcaa agcagatagc agtggggtcg gaaagggtga cctgcagtcc acgttgctgg 
300 
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<400> 4739 

gtgcacatgg ggtgcattag gcttgatttg tactctgcag actatggggg aagctgagga 
60 

ggaagacttg accagtcttg gtgatgagaa ggccttcacc ctatgaacac aaccaagtct 
120 

tagccctctc tcctgctcct ttaaactctg aacttctagg atgggagaat gggaactttt 
180 

gcaggttgag attcatagtg aaatcgggtc aagaagtgat cagatgcaaa gcacagggca 
240 

gttcattact ataccatggc tgaggtcttc ctgggcacca ggccctgggc tcagcacttg 
300 

gctcagtctg caccttggac cctgccagag ccctccacag caggtgctct caggcaaggc 
360 

tgtgtgttgc tggccagacg ccttctgacc agcgtgcttt cttgaccaca gatcccttgg 
420 

ccaagcagga gggaaccatt agcagcctga ggagctggct ggctgggagc ctcggggacc 
480 

gcccagcctt gctcccagct cacccacaag atgtggacag ctcttgtgct catttggatt 
540 

ttctccttgt ccttatctga aagccatgcg gcatccaacg atccacgtaa gtgagaaagc 
600 

tgtgtgactg ctggatgggc ccacggtggc cacaaagcat gctgagccct tgaaagcagc 
660 

atctgcaaac ccaggccaac gcgt 
684 

<210> 4740 

<211> 119 

<212> PRT 

<213> Homo sapiens 

<400> 4740 

Met Leu Leu Ser Arg Ala Gin His Ala Leu Trp Pro Pro Trp Ala His 

1 5 10 * 15 

Pro Ala Val Thr Gin Leu Ser His Leu Arg Gly Ser Leu Asp Ala Ala 

20 ,25 30 

Trp Leu Ser Asp Lys Asp Lys Glu Lys lie Gin Met Ser Thr Arg Ala 

35 40 45 

Val His He Leu Trp Val Ser Trp Glu Gin Gly Trp Ala Val Pro Glu 

50 55 60 

Ala Pro Ser Gin Pro Ala Pro Gin Ala Ala Asn Gly Ser Leu Leu Leu 
65 70 75 80 

Gly Gin Gly He Cys Gly Gin Glu Ser Thr Leu Val Arg Arg Arg Leu 

85 90 95 

Ala Ser Asn Thr Gin Pro Cys Leu Arg Ala Pro Ala Val Glu Gly Ser 

100 105 HO 

Gly Arg Val Gin Gly Ala Asp . 
115 



<210> 4741 

<211> 411 

<212> DNA 

<213> Homo sapiens 
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370 

Ala Gin Glu Ala 
385 

Glu Gin Leu Arg 

Leu Glu Thr Thr 
420 

Ser Leu Asn Asn 
435 

Arg Gly Leu lie 
450 

Ser Cys Pro Leu 
465 

Gin Leu Arg Glu 

Ala Arg Leu He 
500 

Ala Glu Arg Gin 
515 

Leu Gin Gin Thr 
530 

Val Ala Arg Gin 
545 

Arg Gin Glu Leu 

Glu Lys Val Ala 
580 

Thr Glu Arg Arg 
595 

Val Ser Leu Arg 
610 

Ser Gin Glu Leu 
625 

Gin Arg Leu Ala 

Met Leu Ala Thr 
660 

Gin Arg Leu Leu 
675 

Val Val Ser Ser 
690 

Ala Ala Ala Val 
705 

Leu Leu Asp Asp 

Ala Val Cys Gin 
740 

Gin Met Ser Ser 
755 



375 

Arg Arg Trp Trp 
390 

Leu Val Val Asn 
405 

Met Ala Lys Val 

Arg Leu Ser Tyr 
440 

Ala Arg Lys Leu 
455 

Pro Pro Pro Val 
470 

Glu Arg Asn Arg 
485 

Gin Gin Glu Val 

Gin Leu Ser Lys 
520 

Gin Glu Ser Leu 
535 

Gly Gin Gin Glu 
550 

Thr Gin Gin Gin 
565 . 

Glu Val Glu Thr 

Leu Asn. Glu Ala 
600 

Gin He Gin Arg 
615 

Arg Arg Leu Gin 
630 

Arg Arg Leu Gin 
645 

Leu Gin Gin Glu 

Thr Val Leu Pro 
680 

Pro Arg Pro Pro 
695 

Pro Thr Arg Glu 
710 

Leu Gin Asp Leu 
725 

Gly Asp Asn Leu 



380 

Gin Gin Gin Thr 
395 

Ala Val Ser Ser 
410 

Glu Gly Ala Ala 
425 

Ala Val Arg Lys 

Ala Leu Ala Gin 
460 

Thr Asp Val Ser 
47S 

Leu Asp Ala Glu 
490 

Gly Arg Ala Arg 
505 

Val Ala Gin Gin 

Ala Ser Leu Gly 
540 

Ser Thr Glu Glu 
555 

Glu Leu Tyr Gly 
570 

Arg Leu Arg Glu 
585 

Arg Arg Glu His 

Arg Ala Ala Gin 
620 

Glu Glu Ala Arg 
635 

Glu Leu Glu Arg 
650 

Gly Leu Leu Ser 
665 

Ser Leu Leu Asp 

Glu Cys Ser Ala 
700 

Ser He Lys Gly 
715 

Ser Glu Ala He 
730 

Asp Arg Cys Ser 
745 



Ala Ser Ala Glu 

, 400 

Ser Gin lie Trp 
415 

Ala Gin Leu Pro 
430 

Val His Thr He 
445 

Leu Arg Gin Glu 

Leu Glu Leu Gin 
480 

Leu Gin Leu Ser 
495 

Glu Gin Gly Glu 
510 

Leu Glu Gin Glu 
525 

Leu Gin Leu Glu 

Ala Ala Ser Leu 
560 

Gin Ala Leu Gin 
575 

Gin Leu Ser Asp 
590 

Ala Lys Ala Val 
605- 

Glu Lys Glu Arg 

Lys Glu Glu Gly 
640 

Asp Lys Asn Leu 
655 

Arg Tyr Lys Gin 
670 

Lys Lys Lys Ser 
685 

Ser Ala Pro Val 

Ser Leu Ser Val 
720 

Ser Lys Glu Glu 
735 

Ser Ser Asn Pro 
750 



<210> 4739 

<211> 684 

<212> DNA 

<213> Homo sapiens 
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<210> 4738 

<211> 756 

<212> PRT 

<213> Homo sapiens 

<400> 4738 

Met Ala Pro Thr Trp Leu Ser Asp He Pro Leu Val Gin Pro Pro Gly 

1 5 10 . 15 

- His Gin Asp Val Ser Glu Arg Arg Leu Asp Thr Gin Arg Pro Gin Val 
20 25 30 

Thr Met Trp Glu Arg Asp Val Ser Ser Asp Arg Gin Glu Pro Gly Arg 

35 40 45 

Arg Gly Arg Ser Trp Gly Leu Glu Gly Ser Gin Ala Leu Ser Gin Gin 

50 55 60 

Ala Glu Val He Val Arg Gin Leu Gin Glu Leu Arg Arg Leu Glu Glu 
65 70 75 80 

Glu Val Arg Leu Leu Arg Glu Thr Ser Leu Gin Gin Lys Met Arg Leu 

85 90 95 

Glu Ala Gin Ala Met Glu Leu Glu Ala Leu Ala Arg Ala Glu Lys Ala 

100 105 HO 

Gly Arg Ala Glu Ala Glu Gly Leu Arg Ala Ala Leu Ala Gly Ala Glu 

115 120 125 

Val Val Arg Lys Asn Leu Glu Glu Gly Arg Gin Arg Glu Leu Glu Glu 

130 135 140 

Val Gin Arg Leu His Gin Glu Gin Leu Ser Ser Leu Thr Gin Ala His 
145 150 155 160 

Glu Glu Ala Leu Ser Ser Leu Thr Ser Lys Ala Glu Gly Leu Glu Lys 

165 170 175 

Ser Leu Ser Ser Leu Glu Thr Arg Arg Ala Gly Glu Ala Lys Glu Leu 

180 185 190 

Ala Glu Ala Gin Arg Glu Ala Glu Leu Leu Arg Lys Gin Leu Ser Lys 

195 200 205 

Thr Gin Glu Asp Leu Glu Ala Gin Val Thr Leu Val Glu Asn Leu Arg 

210 215 220 

Lys Tyr Val Gly Glu Gin Val Pro Ser Glu Val His Ser Gin Thr Trp 
225 230 235 240 

Glu Leu Glu Arg Gin Lys Leu Leu Glu. Thr Met Gin Leu Leu Gin Glu 

245 250 255 

Asp Arg Asp Ser Leu His Ala Thr Ala Glu Leu Leu Gin Val Arg Val 

260 265 270 

Gin Ser Leu Thr His He Leu Ala Leu Gin Glu Glu Glu Leu Thr Arg 

275 280 285 

Lys val Gin Pro Ser Asp Ser Leu Glu Pro Glu Phe Thr Arg Lys Cys 

290 295 300 

Gin Ser Leu Leu Asn Arg Trp Arg Glu Lys Val Phe Ala Leu Met Val 
305 310 315 ' 320 

Gin Leu Lys Ala Gin Glu Leu Glu His Ser Asp Ser Val Lys Gin Leu 

325 330 335 

Lys Gly Gin Val Ala Ser Leu Gin Glu Lys Val Thr Ser Gin Ser Gin 

340 345 350 

Glu Gin Ala He Leu Gin Arg Ser Leu Gin Asp Lys Ala Ala Glu Val 

355 360 365 

Glu Val Glu Arg Met Gly Ala Lys Gly Leu Gin Leu Glu Leu Ser Arg 
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caaccttcag attccctgga gcctgagttt 
1080 

tggcgggaga aggtgtttgc cctcatggtg 
1140 

gactctgtta agcagctgaa gggacaggtg 
' 1200 

agccaggagc aggccatcct gcagcgatcc 
1260 

gagcgtatgg gtgccaaggg cctgcagttg 
1320 

tggtggcagc agcagacagc ctcagccgag 
1380 

agcagctctc agatctggct cgagaccacc 
1440 

cttcccagcc tcaacaaccg actcagctat 
1500 

ctgattgctc gaaagcttgc ccttgctcag 
1560 

ccggtcacag atgtgagcct tgagttgcag 
1620 

gcagaactgc agctgagtgc ccgcctcatc 
1680 

ggggaggcag agcggcagca gctgagcaag 
1740 

cagacccagg agtccctggc tagcttgggg 
1800 

caggagagca cagaggaggc tgccagtctg 
1860 

tacgggcaag ccctgcaaga aaaggtggct 
1920 

tcagacacag agaggaggct gaacgaggct 
1980 

ttgcgccaga ttcagcgcag agccgcccag 
2040 

ctgcaggagg aggcccggaa ggaggagggg 
2100 

gagagggata agaacctcat gctggccacc 
2160 

aagcagcagc gactgttgac agttcttcct 
2220 

tccagcccca ggcctccaga gtgttcagca 
2280 

agggagtcca taaaagggtc cctctctgtc 
2340 

gccatttcca aagaggaagc tgtttgtcaa 
2400 

aatccccaga tgagcagcta agcagctgac 
2460 

gaggatcctg gagaagtggg tggggacaga 
2520 

ggggatacca gctgagtctg aattctgctc 
2580 

aaaaaaaaaa aaaaaaaaaa aa 
2602 



accaggaagt gccagtccct gctgaaccgc 
cagctaaagg cccaggagct ggaacacagt 
gcctcactcc aggaaaaagt gacatcccag 
ctgcaggaca aagccgcaga ggtggaggtg 
gagctgagcc gtgctcagga ggccaggcgt 
gagcagctga ggcttgtggt caatgctgtc 
atggctaagg tggaaggggc tgccgcccag 
gctgtccgca aggtccacac cattcggggc 
ctgcgccagg agagctgtcc cctaccacca 
cagttgcggg aagaacggaa ccgcctggat 
cagcaggagg tgggccgggc tcgggagcaa 
gtggcccagc agctggagca ggagctgcag 
ctgcagctgg aggtagcacg ccagggccag 
cggcaggagc tgacccagca gcaggaactc 
gaagtggaaa ctcggctgcg ggagcaactc 
cggagggagc atgccaaggc cgtggtctcc 
gaaaaggagc ggagccagga actcaggcgt 
cagcgactgg cccggcgctt gcaggagcta 
ttgcagcagg aaggtctcct ctcccgttac 
tccctactgg ataagaagaa atctgtggtg 
tctgcacctg tagcagcagc agtgcccacc 
ctgctcgatg acctgcagga cctgagtgaa 
ggagacaacc ttgacagatg ctccagctcc 
agttggaggg aaagccagcc tgggggctgg 
ccagcccttc cccatcctgg ggttgccctg 
taaataaaga cgactacaga aggaaaaaaa 
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<400> 4736 , _ „. 

Met Val Ala Gly Ala Gly Arg Glu Asn Gly Met Glu Thr Pro Met His 

j. 5 " 10 . IS 

Glu Asn Pro Glu Trp Glu Lys Ala Arg Gin Ala Leu Ala Ser He Ser 

20 25 30 

Lys Ser Gly Ala Ala Gly Gly Ser Ala Lys Ser Ser Ser Asn Gly Pro. 

35 40 45 

Val Ala Ser Ala Gin Tyr Val Ser Gin Ala Lys Ala Ser Ala Leu Gin 

SO 55 60 

Gin Gin Gin Tyr Tyr Gin Trp Tyr Gin Gin Asp Asn Tyr Ala Tyr Pro 
65 ™ 75 80 

Tyr Ser Tyr Tyr Tyr Pro Met Pro Pro Gly Pro Gly Met 
85 90 ' 

<210> 4737 
<211> 2602 
<212> DNA 

<213> Homo sapiens 
<400> 4737 

cctagggggc tctcgcggtt ggggaacata gatggctgaa gacagaatct agagccttca 

aataatgtgg agatgtttcc accttcaggt tccactgggc tgattccccc ctcccacttt 
120 

caagctcggc ccctttcaac tctgccaaga atggctccca cctggctctc agacattccc 

ctggtccaac ccccaggcca tcaagatgtc tcagagaggc ggctagacac ccagagacct 

caagtgacca tgtgggaacg ggatgtttcc agtgacaggc aggagccagg gcggag&ggc 

aggtcctggg ggctggaggg gtcacaggcc ctgagccagc aggctgaggt gatcgttcgg 

cagctgcaag agctgcggcg gctggaggag gaggtccggc tcctgcggga gacctcgctg 
420 

cagcagaaga tgaggctaga ggcccaggcc atggagctag aggctctggc acgggcggag 

480 

aaggccggcc gagctgaggc tgagggcctg cgtgctgctt tggctggggc tgaggttgtc 

cggaagaact tggaagaggg gaggcagcgg gagctggaag aggttcagag gctgcaccaa 
600 

gagcagctgt cctctttgac acaggctcac gaggaggctc tttccagttt gaccagcaag 

gctgagggct tggagaagtc tctgagtagt ctggaaacca gaagagcagg ggaagccaag 

gagctggccg aggctcagag ggaggccgag ctgcttcgga agcagctgag caagacccag 

gaagacttgg aggctcaggt gaccctggtt gagaatctaa gaaaatatgt tggggaacaa 
840 

gtcccttctg aggtccacag ccagacatgg gaactggagc gacagaagct tctggaaacc 
900 

atgcagctct tgcaggagga ccgggacagc ctgcatgcca ccgcggagct gctgcaggtg 
960 

cgggtgcaga gcctcacaca catcctcgcc ctgcaggagg aggagctgac caggaaggtt 
1020 
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<210> 4734 
<211> 181 
<212> PRT 

<213> Homo sapiens 



<400> 4734 

Xaa Pro Glu Leu Leu Val Leu Pro lie Gly Asp Val Glu Pro Leu Leu 

1 5 10 15 

Val Glu Gly Leu Ser Gly Arg Arg Asp Pro Leu Gly Asp Pro Thr Met 

.20 25 . 30 

Phe Phe Tyr Leu Ser Lys Lys He Ser He Pro Asn Asn Val Lys Leu 

35 40 45 

Gin Cys Val Ser Trp Asn Lys Glu Gin Gly Phe He Ala Cys Gly Gly 

50 55 - 60 

Glu Asp Gly Leu Leu Lys Val Leu Lys Leu Glu Thr Gin Thr Asp Asp 
65 70 75 80 

Ala Lys Leu Arg Gly Leu Ala Ala Pro Ser Asn Leu Ser Met Asn Gin 

85 90 95 

Thr Leu Glu Gly His Ser Gly Ser Val Gin Val Val Thr Trp Asn Glu 

100 105 HO 

Gin Tyr Gin Lys Leu Thr Thr Ser Asp Glu Asn Gly Leu He He Val 

115 120 125 

Trp Met Leu Tyr Lys Gly Ser Trp lie Glu Glu Met He Asn Asn Arg 

130 135 140 

Asn Lys Ser Val Val Arg Ser Met Ser Trp Asn Ala Asp Gly Gin Lys 
145 150 155 160 

He Cys He Val Tyr Glu Asp Gly Ala Val He Val Gly Ser Val Asp 

165 170 175 

Gly Asn Arg He Trp 
180 

<210> 4735 
<211> 300 
<212> DNA 

<213> Homo sapiens 



<400> 4735 

ntggtcttct cagtacagca tggtggctgg 
60 

gatgcacgag aacccggagt gggagaaggc 
120 

aggagctgcc ggcggctctg ccaagtccag 
180 

cgtgtcccag gcaaaagcct cagctttgca 
240 

ggacaactat gcctacccct acagctacta 
300 

<210> 4736 
<211> 93 
<212> PRT 

<213> Homo sapiens 



ggcaggccga gagaatggca tggagacgcc 
ccgtcaggcc ctggccagca tcagcaagtc 
cagcaatggg cctgtggcca gtgcacagta 
gcagcagcag tactaccagt ggtaccagca 
ctatcccatg cccccaggcc ccggcatgga 
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cattc.caaaa agtgaat 
2417 

<210> 4732 
<211> 129 
<212> PRT 

<213> Homo sapiens 
<400> 4732 

Met Ser He Ser Arg Ala Val Leu Gly Glu Lys Glu Gly Gly Leu Gly 

1 5 10 * 15 

Ser Val Ala Pro Cys Gin Pro Ala Leu Arg Glu Asp Arg Val Ser His 

20 25 30 

Ala Arg Met Ala Gly His Val Ser Val Leu Val Ser His Phe Pro Pro 

35 40 45 

Ser Val Thr Tyr Leu Gly He Pro Gin Gly Leu Leu Glu Cys Asp Cys 

50 55 60 

Pro Leu Pro Ser Cys Leu Gly Tyr Lys Ser Trp Pro Tyr Val Pro Ala 
65 70 75 80 

Val Arg Gly Ser Gly Asn Pro Thr Gin Pro Pro Val Leu Gly Trp Ser 

85 90 95 

Val. Ser He His Pro Leu Val Val He Glu Ala Ala Leu Pro Val Leu 

100 105 HO 

Gly Glu Asp He Trp Ala Thr Arg Ala Pro Leu Ala Pro Ser Arg Arg 
115 120 125 

Lys . 



<210> 4733 
<211> 543 
<212> DNA 

<213> Homo sapiens 
<400> 4733 

nntccggagc tgctggtact cccgattgga 
60 

agcggccgcc gtgaccctct cggggatccc 
120 

tccattccca ataacgtgaa gctgcagtgt 
180 

gcatgcggtg gtgaagatgg attactgaaa 
240 

gcaaaattga ggggccttgc agcccccagt 
300 

catagtggtt ctgttcaagt tgtaacatgg 
360 

gatgaaaacg ggcttatcat tgtgtggatg 
420 

atcaacaatc gaaataaatc agttgttcgc 
480 

atctgcattg tatatgaaga tggggctgtg 

540 

tgg 

543 



gacgtagaac cgttacttgt cgagggcctt 
acgatgttct tctacctgag caagaaaatt 
gtatcctgga acaaggaaca agggttcata 
gttttgaaat tagagacgca gacagatgat 
aacctttcta tgaatcagac tcttgaaggt 
aatgagcagt atcagaagtt gactaccagt 
ttatataaag gctcttggat tgaggagatg 
agtatgagct ggaatgctga cggacagaag 
atagttggtt cagtggatgg caatcgtatt 
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tgaatggaac aaccccgaga 
840 

ggcagcactg gtggaaggga 
900 

agcgcaggca gggaaggtgg 
960 

tccacactgc tctctccctt 
1020 

agcctgcaca aagagaaaaa 
1080 

cggggggaat tcaaacagct 
1140 

ggaaggggag gccctcctga 
1200 

atgaggacct gaagctgggg 
1260 

cagctgccag ctcttaattc 
1320 

cctcaggcta gcctggcttt 
1380 

tttttactaa gttataaaaa 
1440 

gtcccttctg tcaccaacct 
1500 

ggtctacaga ttttgtaaca 
1560 

acgtgaaggg gccaagggag 
1620 

ggcctcgatg acaaccaagg 
1680 

aggattccct ga'gcccctga 
1740 

gggcagtggg cagtcacatt 
1800 

aggaaagtga gacaccaaaa 
1860 

ttcgcgcagg gctggttggc 
1920 

aacagctctg cttatcgaca 
1980 

gaaacaccaa gggccaaaac 
2040 

atttcctcat cctgacgctc 
2100 

tcaggcagca aacagaaatg 
2160 

cagaacctcc ctgggtctct 
2220 

cttctgaata catcgtaaaa 
22B0 

ggaaggcggc gtcaggaggg 
2340 

accctccagg agttcctcga 
2400 



acagagcacg tgtgaagaac 
ggcaaggagg ccgccagtgc 
caccaaaacc tagtaagaac 
tattcctctc tttcctgccc 
tccgtatatc cagttatatc 
ttctaaagac gagacggcag 
gcgaagttcc catgtgtcaa 
gttgtcttgg gaagtgaggg 
tcaaggagat cgaagggaca 
gagctttacc aagagacaga 
aaaaaacccc atcaccaaag 
agggcactac acccttccca 
ctcaaagtgt cctgcattaa 
ccctggtggc ccaaatatct 
ggtggatgct gacactccat 
cagctgggac atagggccag 
ccagtaggcc ctgaggaatc 
cagaaacatg ccctgccatc 
atggtgctac actcccgaga 
tgcacgcagc ccaggctccc 
gccagcagcc actaacccaa 
acgggtgcaa ggactctcct 
gggaaatccc tggtggggcc 
cccggccacc caaataaaag 
gaaaacaaag catttctgag 
tgcttcctcg ggtcagagca 
ggaaagagga gagaatgatc 



caacacgaca ggcacgggat 
caaggaggag agggggcaca 
aaagcaaaac caccgtggtt 
tgtataccaa cggcataaga 
tacacggtcc aaactggggg 
tgaaaactct gagggagagg 
gaacgtgccc tcccctcccc 
gggttgggaa acaccatcag 
ggaaggagag ccctgcgcca 
attccacata catttttttt 
acacctgtgc acaagtgtct 
acatcatgac cctactgcca 
aaagcacgtg tctatttcct 
tcacccagga ctgggagggc 
cccaggacag gtggctgggt 
gacttgtacc cgaggcagct 
cccaaataag tcacgctggg 
cgggcgtggc tcactctgtc 
cctccctcct tctccccaag 
ctagatccct ggaggctcca 
acccacgtct tcctcctgtc 
tggccttcct catcctgctt 
aggagacaga aaggaacctc 
aaaactttaa tcagtaaagg 
gcgtcctttc aataaccgga 
gagagtttcc agacgctcaa 
aaggtagtgt ttaactgcca 
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<400> 4730 



Met 


Lys 


Lys 


Ala Glu Met 


Gly 


Arg - 


rne oci iic 


Ser 


Pro 


Asp 


Glu 


Asp 


1 








10 








15 




Ser 


Ser 


Ser 


Tyr Ser Ser 


Asn 


Ser. 




Tvr 


Ser 


Tvr 


Pro 


Thr 








20 






25 






30 






Lys 


Gin 


Ala 


/\ J. cl J-itr Li uya 


Ser 


His 


Tyr Ala Asp 


Val 


Asp 


Pro 


Glu 


Asn 




35 






40 






45 








Gin 


Asn 


Phe 


Leu Leu Glu 


Ser 


Asn 


Leu Gly Lys 


Lys 


Lys 


Tyr 


Glu 


Thr 




50 






55 






60 










Glu 


Phe 


His 


Pro Gly Thr 


Thr 


Ser 


Phe Gly Met 


Ser 


Val 


Phe 


Asn 


Leu 


65 






70 






75 










80 


Ser 


Asn 


Ala 


He Val Gly 


Ser 


Gly 


He, Leu Gly 


Leu 


Ser 


Tyr 


Ala 


Met 








85 






90 








95 




Ala 


Asn 


Thr 


Gly He Ala 


Leu 


Phe 


He He Leu 


Leu 


Thr 


Phe 


Val 


Ser 








100 






105 






110 






lie 


Phe 


Ser 


Leu Tyr Ser 


Val 


His 


Leu Leu Leu 


Lys 


Thr 


Ala 


Asn 


Glu 






115 






120 






125 








Gly Gly Ser 


Leu Leu Tyr 


Glu 


Gin Leu Gly Tyr Lys 


Ala 


Ser Gly 


Leu 




130 






135 






140 










Val 


Gly Lys 


Leu 



















145 

<210> 4731 

<211> 2417 

<212> DNA 

<213> Homo sapiens 

<400> 4731 

tttttttttt tttttcagac aaggtaccat tttattcctt ataaaatata tttcatattg 

60 - ' . 

ttgctgtaaa aacattacat ttcacatttt taaaaaattt tttaacagta aaaataatac 
120 

ttggaagaca gctgaggaaa aaggcgccaa taagacaaac tcacagatgg gatttatctc 
180 

cctcttgctt tttttttttt tttttgcccc tggtaaaagt cagaacctgg gatgaccaga 
240 

aagtaacagg acagatttct cccagcaaat cagtctccac aaccaaatga atattgttct 
300 

ccaaggagtc aagctataga ctcacaatga caacgtggcc atggctcaaa acactctctg 
360 

aaattacaaa attgetttet gagecaattt aaaagtcaca tgattgaatc caagctattt 
420 

tactttaaat ggtccttttg ctttgcacct gagacctcgc ttggccacag aegtcatteg 
480 

ctggactccc tgggcactaa atgagtgtct agcatcctta aggctgetea acacacagcc 
540 

ccagactctg aatatgattc caagaaatat tctgaaaaaa gtcacatcgc tggaataaac 
600 

agtttcccaa gataactget ttgaaaacca gtcccgttag tttctaaaag cccacctacg 
660 

gcaccttcct tccatcagag tctgctgccc gggtgggctg ggaaggaggg agatacaaag 
720 

aagaaagtag gcatgatcac tgggtcggtt cccaagccac cctcaccctc caagaaggca 
780 
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210 










215 








220 






Leu 




Asn 


Lys 


Asp 


Phe 


Phe 


Gin 


Lys 


Met 


Lys Glu Thr Ala 


Val 


Phe 


225 








230 










235 




240 


lie 


Asn 


He 


Ser 


Arg 


Gly Asp 


Val 


Val 


Asn 


Gin Asp Asp Leu Tyr 


Gin 










245 










250 




255 




Ala 


Leu 


Ala 


Ser 


Gly Lys 


He 


Ala 


Ala 


Ala 


Gly Leu Asp Val 


Thr 


Ser 








260 










265 




270 






Pro 


Glu 


- Pro 


Leu 


Pro 


Thr 


Asn 


His 


Pro 


Leu 


Leu Thr Leu Lys 


Asn 


Cys 






275 










280 






285 






Val 


lie 


Leu 


Pro 


His 


He 


Gly 


Ser 


Ala 


Thr 


His Arg Thr Arg 


Asn 


Thr 




290 










295 








300 






Met 


Ser 


Leu 


Leu 


Ala 


Ala 


Asn 


Asn 


Leu 


Leu 


Ala Gly Leu Arg 


Gly Glu 


305 










310 










315 




320 


Pro 


Met 


Pro 


Ser 


Glu 


Leu 


Lys 


Leu 













325 



<210> 4729 

<211> 753 

<212> DNA 

<213> Homo sapiens 

<400> 4729 

ngctagcagc agcccgacca cgcgttaccg cacgctcgcg cctttccctt gacacggcgg 
60 

acgccggagg attggggcgg caatttgtct tttccttttt tattaaaatt atttttcctg 
120 

cctgttgttg gatttgggga aattttttgt ttgtttttta tgatttgtat ttgactgaga 
180 

gaaacccact gaagacgtct gcgtgagaat agagaccacc gaggccgact cgcgggccgc 
240 

tgcacccacc gccaaggaca aaaggagccc agcgctacta gctgcacccg attcctccca 
300 

gtgcttagca tgaagaaggc cgaaatggga cgattcagta tttccccgga tgaagacagc 
360 

agcagctaca gttccaacag cgacttcaac tactcctacc coaccaagca agctgctctg 
"420 

aaaagccatt atgcagatgt agatcctgaa aaccagaact ttttacttga atcgaatttg 
480 

gggaagaaga agtatgaaac agaatttcat ccaggtacta cttcctttgg aatgtcagta 
540 

tttaatctga gcaatgcgat tgtgggcagt ggaatccttg ggctttctta tgccatggct 
600 

aatactggaa ttgctctttt tataattctc ttgacatttg tgtcaatatt ttccctgtat 
660 

tctgttcatc tccttttgaa gactgccaat gaaggagggt ctttattata tgaacaattg 
■ 720 

ggatataagg catctggatt agttggaaag ctt 
753 

<210> 4730 

<211> 148 

<212> PRT 

<213> Homo sapiens 
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attggcagtg ccacccacag aacccgcaac accatgtcct tgttggcagc taacaacttg 
1500 

ctggctggcc tgagagggga gccgatgcct agtgaactca agctgtagcc aaacagtaga 
1560 

gatggagggc cgggaagcaa accgtgccct ggtattgtca gacacaccca ggcttgattt 

ggatccacag gcagagccaa gggaaggtgt gattctctga ggaaagagtg attctgatat 

1680 . ^ 

atgtacttgg cgcaaatgtg tccaacacca atgtgacaga ctgaccccaa caccctccag 

1740 

tcacaacaac tcacgtggac tgtcctccct cagggcttcc aggatagcct tcttttcttc 
1800 

gggcaagccc tagcccaaga ccttgcctcc ttggatcttt cccccagccg ccttcttcaa 
1860 

tatctagatg acctccttct ctgtagcccc tccctaaaaa actcccaaac tcacactgcc 
1920 

acccttctga atttccttac taataaaggc tatagggtct cccctttaaa gaacagcttt 
1980 

ccacccctac cgggacctac ttaggagttc aaccttcccc cgggtctcga g 
2031 

<210> 4728 

<211> 328 

<212> PRT 

<213> Homo sapiens 

<400> 4728 

Met Arg Pro Val Arg Leu Met Lys Val Phe Val Thr Arg Arg He Pro 

1 ■ 5 10 « 

Ala Glu Gly Arg Val Ala Leu Ala Arg Ala Ala Asp Cys Glu Val Glu 

20 25 30 

Gin Trp Asp Ser Asp Glu Pro He Pro Ala Lys Glu Leu Glu Arg Gly 
35 40 45 

. Val Ala Gly Ala His Gly Leu Leu Cys Leu Leu Ser Asp His Val Asp 
50 55 60 

Lys Arg He Leu Asp Ala Ala Gly Ala Asn Leu Lys Val He Ser Thr 
6 5 70 75 80 

Met Ser Val Gly He Asp His Leu Ala Leu Asp Glu He Lys Lys Arg 

85 90 95 

Gly He Arg Val Gly Tyr Thr Pro Asp Val Leu Thr Asp Thr Thr Ala 

100 105 HO 

Glu Leu Ala Val Ser Leu Leu Leu Thr Thr Cys Arg Arg Leu Pro Glu 

115 120 125 

Ala He Glu Glu Val Lys Asn Gly Gly Trp Thr Ser Trp Lys Pro Leu 

130 135 140 

Trp Leu Cys Gly Tyr Gly Leu Thr Gin Ser Thr Val Gly He He Gly 
- 145 150 155 160, 

Leu Gly Arg He Gly Gin Ala He Ala Arg Arg Leu Lys Pro Phe Gly 

165 170 175- 

Val Gin Arg Phe Leu Tyr Thr Gly Arg Gin Pro Arg Pro Glu Glu Ala 

180. 185 190 

Ala Glu Phe Gin Ala Glu Phe Val Ser Thr Pro Glu Leu Ala Ala- Gin 

195 200 205 

Ser Asp Phe He Val Val Ala Cys Ser Leu Thr Pro Ala Thr Glu Gly 
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<210> 4727 

<211> 2031 

<212> DNA . , 

<213> Homo sapiens 

<400> 4727 

tttttttttt gagacggagt ccacacccgt cacctgggct ggagtgcaat ggtgtgatct 
60 

cagctcactg caacctctgt ctcctgggtt cacatgattc tcctgcctca gcctcccaag 
120 

tagctgggat tacagggacc caccaccaca cccggctaat tttttttgta tttttactag 
180 

agacggggtt tcactatgtt ggccagactg gtctcgaact cctaacctca tgatccgctc 
240 

actttggcct cccaaagtgc tgggattaca gccgtgagcc accgcacctg gtctgcgttc 
300 

acttacttct tcacttcctc gatggcctcc ggcaaccggc ggcaggtggt aagtagcagg 
360 

gagactgcga gttcggcggt ggtatctgtc aggacatctg gggtgtagcc aactcggatc 
420 

ccacgcttct tgatttcatc caaagccaag tggtcgatgc ccacagacat ggtgctgatg 
480 

actttgagat tggccccggc ccagctacat tcccgggcca gcttctgtac tgccaggtcc 
540 

gggtcggcgg ctgcactgcg gatgagaccg gtgcgactca tgaaggtgtt cgtcacccgc 
600 

aggatacccg ccgagggtag ggtcgcgctc gcccgggcgg cagactgtga ggtggagcag 
660 

tgggactcgg atgagcccat ccctgccaag gagctagagc gaggtgtggc gggggcccac 
"720 

ggcctgctct gcctcctctc cgaccacgtg gacaagagga tcctggatgc tgcaggggcc 
780 

aatctcaaag tcatcagcac catgtctgtg ggcatcgacc acttggcttt ggatgaaatc 
840 

aagaagcgtg ggatccgagt tggctacacc ccagatgtcc tgacagatac caccgccgaa 
900 

ctcgcagtct ccctgctact taccacctgc cgccggttgc cggaggccat cgaggaagtg 
960 

aagaatggtg gctggacctc gtggaagccc ctctggctgt gtggctatgg actcacgcag 
1020 

agcactgtcg gcatcatcgg gctggggcgc ataggccagg ccattgctcg gcgtctgaaa 
1080 

ccattcggtg tccagagatt tctgtacaca gggcgccagc ccaggcctga ggaagcagcg 
1140 

gaattccagg cagagtttgt gtctacccct gagctggctg cccaatctga tttcatcgtc 
1200 

gtggcctgct ccttaacacc tgcaaccgag ggactctgca acaaggactt cttccagaag 
1260 

atgaaggaaa cagctgtgtt catcaacatc agcaggggcg acgtcgtaaa ccaggacgac 
1320 

ctgtaccagg ccttggccag tggtaagatt gcagctgctg gactggatgt gacgagccca 
1380 

gaaccactgc ctacaaacca ccctctcctg accctgaaga actgtgtgat tctgccccac 
1440 
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<400> 4724 

Met Gly Pro Arg Arg His Arg Ala Ser Ser lie Leu Pro Gin Thr Leu 

1 5 10 15 

Val Gly Val Pro Val Gly Trp Gly Gly Glu Trp Gly Glu Pro Thr Pro 

20 25 30 

Gly Pro Pro Ser Pro Phe.Pro Arg Gin Ser Pro Phe Gly Leu Asn Pro 

35 40 45 

Phe Leu Pro Ala Gly Asp 
50 

<210> 4725 

<211> 366 

<212> DNA 

<213> Homo sapiens 

<400> 4725 

nnctttcttg aaggtgaatt aggtagaagc cgtaggaccc ctgcaggggg gagaggggcc 
60 

atgcttgcaa tagacacggc ttcagacatc ctggcacatg tccacgtgta ctctcgcctg 
120 

tgcgcatgtg cacgtgtgta tatgcatatg tgcacaggtg cctgtgcctg tgtgaacaca 
180 

tgttctcacg tgtgtacctg cntctct.tgc ccatgcntgt acgtgcacac gtgcctctgt 
240 

atgcatgcat gtatagctgt gtgcccatac cctcacgtga gaatacatat gcgcttgtgc 
300 

cttcacctct gcatgcatgc tagtgtgctc ctgcgtgcat gggtgtgcat ctgtgcctgc 
360 

acgcgt 
366 

<210> 4726 

<211> 122 

<212> PRT 

<213> Homo sapiens 

<400> 4726 



Xaa 


Phe 


Leu 


Glu 


Gly 


Glu 


Leu 


Gly 


Arg 


Ser 


Arg 


Arg 


Thr 


Pro 


Ala 


Gly 


1 








5 










10 










15 




Gly 


Arg 


Gly 


Ala 
20 


Met 


Leu 


Ala 


He 


Asp 
25 


Thr 


Ala 


Ser 


Asp 


He 
30 


Leu 


Ala 


His 


Val 


His 
35 


Val 


Tyr 


Ser 


Arg 


Leu 
40 


Cys 


Ala 


Cys 


Ala 


Arg 
45 


Val 


Tyr 


Met 


His 


Met 
50 


Cys 


Thr 


Gly 


Ala 


Cys 
55 


Ala 


Cys 


val 


Asn 


Thr 
60 


Cys 


Ser 


His 


Val 


Cys 


Thr 


Cys 


Xaa 


Ser 


Cys 


Pro 


Cys 


Xaa 


Tyr 


Val 


His 


Thr 


Cys 


Leu 


Cys 


65 










70 










75 










80 


Met 


His 


Ala 


Cys 


He 
85 


Ala 


Val 


Cys 


Pro 


Tyr 
90 


Pro 


His 


Val 


Arg 


He 
95 


His 


Met 


Arg 


Leu 


Cys 
100 


Leu" 


His 


Leu 


Cys 


Met 
105 


His 


Ala 


Ser 


Val 


Leu 
110 


Leu 


Arg 


Ala 


Trp 


Val 
115 


Cys 


He 


Cys 


Ala 


Cys 
120 


Thr 


Arg 
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<210> 4723 
<211> 1213 
<212> DNA 

<213> Homo sapiens 
<400> 4723 

tttttttttt tttttttttt tttttttttt ttttccggta tccactggaa gttttatttc 
60 

tttagggttc tatcccaacc agtcgcttaa aaaccaagta acacagacct gaggggtggg 
120. 

ggctggggac tgcacctccc tcctactcat ggtggacagc agtggggact agggaggggc 
180 

aggagaggtg gctgacgcca ggcagcagca gcagtgatgg ggccacgacg ccacagagca 
240 

agctccatcc tcccccagac cctggtggga gtccctgtgg gttggggtgg ggagtgggga 
300 

gaacccaccc caggccctcc ctctcccttc cccagacagt ctcctttcgg gctcaaccca 
360 

tttcttccgg caggagactg aggcacacag agaggaggaa gtgggagagg aggacgaggg 
420 

aggggcaggn gtggcagcac aaatgaaggc agaggtgaga ggcgtgggca aggccactcc 
480 

acccccacac ccaccccaga gaggggcgag gaagccacac catcacgcag catgtcgggg 
540 

ggacaaggcg gggtttaagg ctgagggggc ccggggcagg cgggcctcgg gcctcagtca 
600 

aagccgtgcc cagtcgctgt gctctgagtc gtattccagc tcggcgccca cacacttgac 
660 

accatccagc agcatgggcg tgccgtggtg ccggtccatg acgcgggcct gcaccgtcac 
720 

gcgcacacag gtgccagtgc caccttcgca ggctagcagt atctcctctt tgaggacgcc 
780 

ctctttgtgc gccgagtact cacacttgac actataacct tcagggacgg gcaccacgct 
840 

gaggagcttg aggtgcaggc tggggacagg tgcctcgcgg acatccttgc tcagcctgtg 
900 

cactgggggc agagtgaagg taatctcata cctgtgcagg atcttcagga agccaacctt 
960 

gaccagaaag ctgctgtcac tctcctgggt gaccatgacc accgagtcat gcagcttctc 
1020 

atcaaagtgg acgtggctgt gggatccttc tgcatcgtgg cctgccgcaa agcggatact 
1080 

ccggactctg ggcttgttgc ccttgttggc tgcagccatg gacgccctcc ctgccacgca 
1140 

gctcctgcca gacaccgcca ctcacgctca gcagcctccc atgctccagg gacaccagcg 
1200 

ggagccttgc tgt 
1213 

<210> 4724 
<211> 54 
<212> PRT 

<213> Homo sapiens 
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ttcattcatc tcttacatct ctcaccctct cctttttttt ttctttgatt ttccccctta 
1200 

ttgatgggac tgatattcat tctgtttttg atgaacattt ggaaactgtc gggcttttta 
1260 

ttaaagctct gtagaattaa aatgttctgg aattataagc aatctttgtt tctgagtgtt 
1320 

atttttattt tggatatagc tttgatgtaa ttaaactgga aactctttcc tcaaaaaaaa 

1380 

agctt 

1385 

<210> 4722 

<211> 285 

<212> PRT 

<213> Homo sapiens 

<400> 4722 

Met Asn Arg Leu Pro Asp Asp Tyr Asp Pro Tyr Ala Val Glu Glu Pro 

1 5 - 10 15 

Ser Asp Glu Glu Pro^ Ala Leu Ser Ser Ser Glu Asp Glu Val Asp Val 

20 25 30 

Leu Leu His Gly Thr Pro Asp Gin Lys Arg Lys Leu He Arg Glu Cys 

35 40 45 

Leu Thr Gly Glu Ser Glu Ser Ser Ser Glu Asp Glu Phe Glu Lys Glu 

50 55 60 

Met Glu Ala Glu Leu Asn Ser Thr Met Lys Thr Met Glu Asp Lys Leu 
65 70 75 80 

Ser Ser Leu Gly Thr Gly Ser Ser Ser Gly Asn Gly Lys Val Ala Thr 

85 90 95 

Ala Pro Thr Arg Tyr Tyr Asp Asp He Tyr Phe Asp Ser Asp Ser Glu 

100 105 HO 

Asp Glu Asp Arg Ala Val Gin Val Thr Lys Lys Lys Lys Lys Lys Gin 

115 120 125 

His Lys He Pro Thr Asn Asp Glu Leu Leu Tyr Asp Pro Glu Lys Asp 

.130 135 140 

Asn Arg Asp Gin Ala Trp Val Asp Ala Gin Arg Arg Gly Tyr His Gly 
145 150 155 160 

Leu Gly Pro Gin Arg Ser Arg Gin Gin Gin Pro Val Pro Asn Ser Asp 

165 170 175 

Ala Val Leu Asn Cys Pro Ala Cys Met Thr Thr Leu Cys Leu Asp Cys 

180 185 190 

Gin Arg His Glu Ser Tyr Lys Thr Gin Tyr Arg Ala Met Phe Val Met 

195 200 205 

Asn Cys Ser He Asn Lys Glu Glu Val Leu Arg Tyr Lys Ala Ser Glu 

210 215 220 

Asn Arg Lys Lys Arg Arg Val His Lys Lys Met Arg Ser Asn Arg Glu 
225 230 235 240 

Asp Ala Ala Glu Lys Ala Glu Thr Asp Val Glu Glu He Tyr His Pro 

245 250 255 

Val Met Cys Thr Glu Cys Ser Thr Glu Val Ala Val Tyr Asp Lys Asp 

260 265 270 

Glu Val Phe His Phe Phe Asn Val Leu Ala Ser His Ser 
275 280 285 
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130 135 140 

Asp Gly Gly Tyr Thr Ser Ser Cys Phe Asn Leu Ser Ala Met Phe Leu 
145 150 155 160 

Gin Gly Ala Pro Gly Phe Pro Lys Asp Met Asp Leu Ala Cys Lys Tyr 

165 170 175 

Ser Met Lys Ala Cys Asp Leu Gly His lie Trp Ala Cys Ala Asn Ala 

180 ■ • 185 190 

Ser Arg Met Tyr 
195 

<210> 4721 

<211> 1385 

<212> DNA 

<213> Homo sapiens 

<400> 4721 

nncaacagct ccgacaaggt actacgatga tatatatttt gattctgatt ccgaggatga 
60 

agacagagtt tagggactgg acttgcagtg taaacagaga cgctgcaaat tgcttgtgga 
120 

cggtgtaggc cgctgcaggc caccatgaac cggcttccgg atgactacga cccctacgcg 
180 

gttgaagagc ctagcgacga ggagccggct ttgagcagct ctgaggatga agtggatgtg 
240 

cttttacatg gaactcctga ccaaaaacga aaactcatca gagaatgtct taccggagaa 
300 

agtgaatcat ctagtgaaga tgaatttgaa aaggagatgg aagctgaatt aaattctacc 
360 

atgaaaacaa tggaggacaa gttatcctct ctgggaactg gatcttcctc aggaaatgga 
420 

aaagttgcaa cagctccgac aaggtactac gatgatatat attttgattc tgattccgag 
480 

gatgaagaca gagcagtaca ggtgaccaag aaaaaaaaga agaaacaaca caagattcca 
540 

acaaatgacg aattactgta tgatcctgaa aaagataaca gagatcaggo- ctgggttgat 
600 

gcacagagaa ggggttacca tggtttggga ccacagagat cacgtcaaca acagcctgtt 
660 

ccaaatagtg atgctgtctt gaattgtcct gcctgcatga ccacactttg ccttgattgc 
720 

caaaggcatg aatcatacaa aactcaatat agagcaatgt ttgtaatgaa ttgttctatt 
780 

aacaaagagg aggttctaag atataaagcc tcagagaaca ggaagaaaag gcgggtccat 
840 

aagaagatga ggtctaaccg ggaagatgct gctgagaagg cagagacaga tgtggaagaa 
900 

atctatcacc cagtcatgtg cactgaatgt tccactgaag tggcagtcta cgacaaggat 
960 

gaagtctttc attttttcaa tgttttagca agccattcct aaacagccca actggcattt 
1020 

aattacccaa tactgtatat aaggcaaata tggacagtta ctttcctctt gcctgttcat 
1080 

atccttcagt gacattgagg aagcagtgtt tctcttttta aaggagaata gttgtcaacc 
1140 
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245 250 255 

Lys His Phe 

<210> 4719 
<211> 589 
<212> DNA 

<213> Homo sapiens 
<400> 4719 

cgaaccatgg ccggcatggt ggacttccag gatgaggagc aggtcaagtc ctttttggag 
60 

aacatggagg tggagtgcaa ctaccactgc taccacgaga aggacccgga cggttgctat 
120 

cggctggtgg actatttgga agggatccgg aagaattttg atgaggctgc caaggtgttg 
180 

aagtttaact gtgaagagaa ccagcacagt gatagctgct acaaactggg ggcctactat 
240 

gtgactggaa aaggtggtct gacccaggac ctgaaagctg ccgccaggtg ctttttgatg 
300 

gcgtgtgaga agcctggaaa gaagtcaata gcagcatgtc acaacgttgg cctcctggca 
360 

catgatggac aggttaatga ggatggccag cctgacttgg gaaaggccag ggactactac 
420 

acaagggcct gtgatggtgg ctatacttcc agttgcttca acctcagtgc catgttcctg 
480 

cagggtgccc caggctttcc caaggacatg gacctggcat gtaaatactc catgaaagcc 
540 

tgtgacctgg gtcatatctg ggcctgtgcc aatgccagtc gcatgtaca 
589 

<210> 4720 
<211> 196 
<212> PRT 
- <213> Homo sapiens 



<400> 4720 



Arg 


Thr 


Met 


Ala 


Gly 


Met 


val 


Asp 


Phe 


Gin 


Asp 


Glu 


Glu 


Gin 


Val 


Lys 


1 








5 










10 










15 




Ser 


Phe 


Leu 


Glu 


Asn 


Met 


Glu 


Val 


Glu 


Cys 


Asn 


Tyr 


His 


Cys 


Tyr 


His 








20 










25 










30 






Glu 


Lys 


Asp 


Pro 


Asp 


Gly 


Cys 


Tyr 


Arg 


Leu 


Val 


Asp 


Tyr 


Leu 


Glu 


Gly 






35 










40 










45 








lie Arg 


Lys 


Asn 


Phe 


Asp 


Glu 


Ala 


Ala 


Lys 


Val 


Leu 


Lys 


Phe 


Asn 


Cys 




50 










55 










60 










Glu 


Glu 


Asn 


Gin 


His 


Ser 


Asp 


Ser 


Cys 


Tyr 


Lys 


Leu 


Gly 


Ala 


Tyr 


Tyr 


65 










70 










75 










80 


Val 


Thr 


Gly 


Lys 


Gly 


Gly 


Leu 


Thr 


Gin 


Asp 


Leu 


Lys 


Ala 


Ala 


Ala 


Arg 










85 










90 










95 




Cys 


Phe 


Leu 


Met 


Ala 


Cys 


Glu 


Lys 


Pro 


Gly 


Lys 


Lys 


Ser 


He 


Ala 


Ala 






100 










105 










110 






Cys 


His 


Asn 


Val 


Gly 


Leu 


Leu 


Ala 


His 


Asp 


Gly Gin 


Val 


Asn 


Glu 


Asp 




115 










120 










125 








Gly Gin 


Pro 


Asp 


Leu 


Gly 


Lys 


Ala 


Arg 


Asp 


Tyr 


Tyr 


Thr 


Arg 


Ala 


Cys 
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ccaaggctgg gaaagctgga atgggatggg aacccctccg ccgtgcatct gaatttcagg 
2340 

ggtcatgctg atgcctctcg agacatacaa atccttgctt tgtcagcttg caaaggagga 
2400 

gagtttagga ttagggccag ggccagaaag tcggtatctt ggttgtgctc tggggtgggg 
2460 

gtggggtgtt tctgatgtta ttccagcctc ctgctacatt atatccagaa gtaattgcgg 
2520 

aggctccttc agctgcctca gcactttgat tttggacagg gacaaggtag gaagagaagc 
2580 

ttcccttaac cagaggggcc atttttcctt ttggctttcg agggcctgta aatatctata 
2640 

tataattctg tgtgtattct gtgtcatgtt ggggttttta atgtgattgt gtattctgtt 
2700 ' 

tacattaaaa agaagcaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaa 
2753 



<210> 4718 

<211> 259 

<212> PRT 

<213> Homo sapiens 



<400> 4718 

Met Arg Ala Ala Ser Pro Pro Ala Ser Ala Ser Asp Leu lie Glu Gin 

1 5 10 15 

Gin Gin Lys Arg Gly Arg Arg Glu His Lys Ala Leu lie Lys Gin Asp 

20 25 30 

Asn Leu Asp Ala Phe Asn Glu Arg Asp Pro Tyr Lys' Ala Asp Asp Ser 

35 40 45 

Arg Glu Glu Glu Glu Glu Asn Asp Asp Asp Asn Ser Leu Glu Gly Glu 

50 55 60 

Thr Phe Pro Leu Glu Arg Asp Glu Val Met Pro Pro Pro Leu Gin His 
65 70 75 80 

Pro Gin Thr Asp Arg Leu Thr Cys Pro Lys Gly Leu Pro Trp Ala Pro 

85 90 95 

Lys Val Arg Glu Lys Asp lie Glu Met Phe Leu Glu Ser Ser Arg Ser 

100 105 110 

Lys Phe lie Gly Tyr Thr Leu Gly Ser Asp Thr Asn Thr Val Val Gly 

115 120 125 

Leu Pro Arg Pro lie His Glu Ser lie Lys Thr Leu Lys Gin His Lys 

130 135' 140 

Tyr Thr Ser lie Ala Glu Val Gin Ala Gin Met Lys Glu Glu Tyr Leu 
145 150 155 160 

Arg Ser Pro Leu Ser Gly Gly Glu Glu Glu Val Glu Gin Val Pro Ala 

165 170 175 

Glu Thr Leu Tyr Gin Gly Leu Leu Pro Ser Leu Pro Gin Tyr Met lie 

180 185 190 

Ala Leu Leu Lys lie Leu Leu Ala Ala Ala Pro Thr Ser Lys Ala Lys 

195 200 205 

Thr Asp Ser lie Asn lie Leu Ala Asp Val Leu Pro Glu Glu Met Pro 

210 215 220 

Thr Thr Val Leu Gin Ser Met Lys Leu Gly Val Asp Val Asn Arg His 
225 230 235 240 

Lys Glu Val lie Val Lys Ala lie Ser Ala Ala Leu Leu Leu Leu Leu 
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gagacgtttc ccctggaacg ggatgaagtg atgcctcccc cgctacagca cccacagact 



720 



gacaggctga cttgccccaa agggctcccg tgggctccca aggtcagaga gaaagacatt 



780 



gagatgttcc ttgagtccag ccgcagcaaa tttataggtt acactctagg cagtgacacg 



840 



aacacagtgg tggggctgcc caggccaatc cacgaaagca tcaagactct gaaacagcac 



900 



aagtacacgt cgattgcaga ggtccaggca cagatgaagg aggaatacct ccgctcccct 



960 



ctctcagggg gagaagaaga agttgagcaa gtccctgcag aaaccctcta ccaaggcttg 



1020 



ctccccagcc tgcctcagta tatgattgcc ctcctgaaga tcctgttggc tgcagcaccc 



1080 



acctcaaaag ccaaaacaga ctcaatcaac atcctagcgg acgtcttgcc tgaggagatg 



1140 



cccaccacag tgttgcagag catgaagctg ggggtggatg taaaccgcca caaagaggtc 



1200 



attgttaaag ccatttctgc tgccctgctg ctgctgctta agcactttta agtgaaccat 

1260 _ _ 

ttctaccagt ttgaatacat ggcccagcac ctggtgtttg ccaactgcat tcctttgatc 

1320 

ctaaagttct tcaatcaaaa catcatgtcc tacatcactg ccaagaacag catttctgtc 
1380 

ctggattacc ctcactgcgt ggtgcatgag ctgccagagc tgacggcgga gagtttggaa 

gcaggtgaca gtaaccaatt ttgctggagg aacctctttt cttgtatcaa tctgcttcgg 
1500 

atcttgaaca agctgacaaa gtggaagcat tcaaggacaa tgatgctggt ggtgttcaag 

1560 _ 
tcagccccca tcttgaagcg ggccctaaag gtgaaacaag ccatgatgca gctctatgtg 

1620 

ctgaagctgc tcaaggtaca gaccaaatac ttggggcggc agtggcgaaa gagcaacatg 
i680 

aagaccatgt ctgccatcta ccagaaggtg cggcatcggc tgaacgacga ctgggcatac 
1740 

ggcaatgatc ttgatgcccg gccttgggac ttccaggcag aggagtgtgc ccttcgtgcc 
1800 

aacattgaac gcttcaacgc ccggcgctat gaccgggccc acagcaaccc tgacttcctg 
1860 

ccagtggaca actgcctgca gagtgtcctg ggccaacggg. tggacctccc tgaggacttt 
1920 

cagatgaact atgacctctg gttagaaagg gaggtcttct ccaagcccat ttcctgggaa 
1980 

gagctgctgc agtgaggctg ttggttaggg gactgaaatg gagagaaaag atgatctgaa 
2040 

ggtacctgtg ggactgtcct agttcattgc tgcagtgctc ccatccccca ccaggtggca 

2100 ' 
gcacagcccc actgtgtctt ccgcagtctg tcctgggctt gggtgagccc agcttgacct 

2160 

ccccttggtt cccagggtcc tgctccgaag cagtcatctc tgcctgagat ccattcttcc 



2220 



tttacttccc ccaccctcct ctcttggata tggttggttt tggctcattt cacaatcagc 
2280 
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40 ' 45 



Thr Ala 


Ala 


Asn 


Leu 


Val 


Val 


Glu 


Thr 


Gly 


Gin 


Asp 


Gly Val 


Gin 


He 


50 










55 










60 










Arg Ser 


Leu 


Ser 


Lys 


Glu 


Thr 


Thr 


Arg 


Tyr 


Asn 


His 


Pro 


Lys 


Pro 


Asn 


65 








70 










75 










80 


Leu Leu 


Tyr 


Gin 


Lys 


Phe 


Val 


Lys 


Met 


Ala 


Thr 


Leu 


Thr 


Ser Gly Gly 






85 










90 










95 




Glu Lys 


Pro 


Asn 


Lys 


Asp 


Leu 


Glu 


Ser 


Cys 


Ser 


Asp 


Asp 


Asp 


Asn 


Gin 




100 










105 










110 






Gly Ser 


Lys 


Ser 


Pro 


Lys 


He 


Leu 


Thr 


Asp 


Glu 


Met 


Leu 


Leu 


Gin 


Ala 


115 










120 










125 








Cys Glu Gly Arg 


Thr 


Ala 


His 


Lys 


Ala 


Ala 


Arg 


Leu 


Gly 


He 


Thr 


Met 


130 










135 










140 










Lys Ala. Lys 


Leu 


Ala 


Arg 


Leu 


Glu 


Ala 


Gin 


Glu 


Gin 


Ala 


Phe 


Leu 


Ala 


145 








150 










155 










160 


Arg Leu 


Lys 


Gly 


Gin 


Asp 


Pro Gly Ala 


Pro 


Gin 


Leu 


Gin 


Ser 


Glu 


Ser 




165 










170 










175 




Lys Pro 


Pro 


Lys 


Lys 


Lys 


Lys 


Lys 


Lys 


Arg 


Arg 


Gin 


Lys 


Glu 


Glu 


Glu 




180 










185 










190 






Glu Ala 


Thr 


Ala 


Ser Glu Arg Asn Asp 


Ala 


Asp 


Glu 


Lys 


His 


Pro 


Glu 




195 










200 










205 






His 


His Ala 


Glu 


Gin 


Asn 


He 


Arg 


Lys 


Ser 


Lys 


Lys 


Lys 


Lys 


Arg 


Arg 


210 










215 










220 










Gin Glu Gly Lys 


Val 


Ser 


Asp 


Glu 


Arg Glu Gly Thr 


Thr 


Lys 


Glu 





225 ' 230 235 

<210> 4717 

<211> 2753 

<212> DNA 

<213> Homo sapiens 

<400> 4717 

nggtacccgg tgtgatgggc cgcccactgg tctgcagagc ttcccaggct gcctgcaggc 
60 

cctgcacgtc cccggagttg gggctgtagc cctgcccata cactgcaatc cagcccacag 
120 

gctctgagtt gggtgaaccg gggtccccat agcgggtaac ttgggatggt gggtacttgg 
180 

ccagccaggc atccagctta gtggcaggcg ttgtgcgggc atcaaacact agccaggggt 
240 

ccatgtcagc tgccatggcc tctgcagcca ggtgctcggc ggtgaagcca tcctcacggc 
300 

cacctggaga gccctcctct tccagctcct cacctggttc catcctgctc cggccttcgc 
360 

tgcgttcgac gccggcccag ccccgggccc ggctccgctc ctgccgtggc tccgcgcagc 
420 

atcctgggcc tccccccgct ttctgaggac agcatcaaag tgattcgcaa catgagagca 
480 

gcctctccac cagcatctgc ttcagacttg attgagcagc agcagaaacg gggccgccga 
540 

gagcacaagg ctctgataaa gcaggacaac ctagatgcct tcaacgagcg ggatccctac 
600 

aaggctgatg actctcgaga agaggaagag gagaatgatg atgacaacag tctggagggg 
660 
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ccagaacatg ctgagcagaa catcagaaaa agcaagaaga agaaaaggcg acatcaagaa 
900 

ggaaaggtct cagatgaaag agagggtaca actaaagaat gagaaggagg acgctgcagg 
960 

aacaagtggg cttggggaat tgaatagcag agagcaaacc aatcagtccc tcaggaaagg 
1020 

gaagaaaaag aagaggtgng caccatgaag aggagaagat gggggtcttg gaggaaggag 
1080 

gaaaaggcaa ggaggctgca gagtgtcagg acagaggagg tagagagcag ggcatatgct 
1140 

gacccatgca gccgaagaaa gaagaggcag caacaggagg aggaggactt gaacctagaa 
1200 

gatagaggtg aggaaactgt tttaggtggt ggaaccaggg aagcagagag cagagcatgc 
1260 

agtgatggaa gaagcaggaa aagcaagaag aaaagacagc agcatcaaga ggaggaggac 
1320 

atcttggatg taagggatga gaaggatggc ggggctaggg aagcagagag cagagcacac 
1380 

actggctcaa gcagcnagag gtaagaggaa gaggcagcag catcccaaga aggaaagagc 
1440 

tggagtcagc actgtccaga aagccaaaaa gaaacagaag aagagagact aaaggtctgg 
1500 

taaaggtagg gctcaattga ttgattttca ggagttgaag cctcaaagac cagggttgat 
1560 

gcaggtctgc aggtcttctg cacccccctc aatgaggagt ccctcccaga aaggaaactg 
162 0 

atctctggga cgtcagctgc tgagaggagc aagcggtagt accacccctt agttgaggga 
1680 

gtcagcacag tcctttctgc agcttctaac ccaggaccat gaactcaggt gcctagagaa 
1740 

gccaggcagc taaaggacaa ggaatgctgg gggctgtggg aacaggaatg cagataccct 
1800 

ttgaaggagc attcctgcta aaagaagctg aaaatgtaga cctatgtgaa gtgctctgat 
1860 

ttctaaatat tgtgaaggtt aagaaaaaca taaatttagg tctatgggct agatttagcc 
1920 

cacagttgcc agtttctagc gctaccaaat gaatgaataa acatgcttgc gctcctagcc 
1980 

tagagataaa tcctgactgg catctctgtt cccagcctgg gaaggtcctg aatacaaatt 
2040 

agaagatatt c 
2051 

<210> 4716 
<211> 239 
<212> PRT 

<213> Homo sapiens 
<400> 4716 

Met Asp Ser Arg Gin Arg Pro Arg Arg Lys Glu Asn Gly He Thr Gin 

15 10 15 

Ala Leu Arg Val Thr Leu Lys Gin Asp Thr His Gly Val Gly His Asp 

20 25 30 

Pro Ala Lys Glu Phe Thr Asn His Trp Trp Asn Glu Leu Phe Asn Lys 
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1 








5 . 










10 










15 




Leu 


Pro 


Ala 


Cys 
20 


Pro 


Ala 


Lys 


Tyr 


Leu 
25 


Ala 


Gin 


He 


He 


Val 
30 


Met 


Gly 


Val 


Gin 


Val 


Val 


Gly Arg 


Ala 


Phe 


Ala 


Arg 


Ala 


Leu 


Arg 


Gin 


Glu 


Phe 






35 










40 










45 








Ala 


Ala 


Ser 


Arg 


Ala 


Ala 


Ala 


Asp 


Ala Arg Gly Arg 


Ala 


Gly 


His 


Arg 




50 










55 










60 










Ser 


Ala 


Ala 


Ala 


Ser 


Asn- 


Leu 


Ser 


Gly 


Leu 


Ser 


Leu 


Gin 


Glu 


Ala 


Gin 


65 










70 










75 










80 


Gin 


He 


Leu 


Asn 


Val 
85 


Ser 


Lys 


Leu 


Ser 


Pro 
90 


Glu 


Glu 


Val 


Gin 


Lys 
95 


Asn 


Tyr 


Glu 


His 


Leu 


Phe 


Lys 


Val 


Asn 


Asp 


Lys 


Ser 


Val 


Gly Gly 


Ser 


Phe 






100 










105 










110 






Tyr 


Leu 


Gin 


Ser 


Lys 


Val 


Val 


Arg 


Ala 


Lys 


Glu 


Arg 


Leu 


Asp 


Glu 


Glu 




115 










120 










125 








Leu 


Lys 
130 


He 


Gin 


Ala 


Gin 


Glu 
135 


Asp 


Arg 


Glu 


Lys 


Gly 
140 


Gin 


Met 


Pro 


His 



Thr 
14 5 

<210> 4715 

<211> 2051 

<212> DNA 

<213> Homo sapiens 

<400> 4715 

nngggtttcg acagcctaga aggaacaaaa cggcatttcc gggaagatgc gcgacaagtc 
60 

aggtccggca catgttccgc gggcccagca atgacggatg atatcacctc ttcttctctg 
120 

gtgagagtct gaggatagag acttttttct caccatgaat gtcaccccag aggtcaagag 
180 

tcgtgggatg aagtttgctg aggagcagct gctaaagcat ggatggactc aaggcaaagg 
240 

cctcggcgga aggagaatgg tatcactcag g.ctctcaggg tgacactgaa gcaagacact 
300 

catggggtag gacatgaccc tgccaaggag ttcacaaacc actggtggaa tgagctcttc 
360 

aacaagactg cggccaactt ggtagtggaa actgggcagg atggagtaca gataaggagc 
420 

ctttctaagg agaccacccg ttataatcat cccaagccca acttgctgta tcagaagttt 
480 

gtgaagatgg ctacattgac ttcaggtgga gagaagccaa acaaagactt ggagagctgc 
540 

agtgatgacg acaaccaggg gtccaagtcc ccaaagattc tgactgatga gatgctgctc 
600 

caagcctgtg aggggcgaac agcacacaag gctgcccgtc ttgggatcac aatgaaggcc 
660 

aagcttgctc gcctagaggc ccaggagcag gccttcctgg ctcgtctcaa aggccaggac 
720 

cctggggccc ctcaactgca gtcagagagc aagcccccca aaaaaaagaa aaagaaaagg 
780 

aggcagaaag aggaggaaga agctacagca tctgaaagga atgatgcaga tgagaagcac 
840 
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aattcggcac agcacggaac c'ccctcctct cacagaaccc cctcctctca cacagaaccc 
60 

cctcctctca cacagaaccc cctcctctca cggaaccccc tcctctcacg gaaccccctc 
120 . 

ctctcacgga acgccctcct ctcacacaga accccctcct ctcaccgaat cccatctcag 
180 

tcttgagttt tccctcgact ctgttgcttc cgctcacatc ttagtgagtc cccagggcct 
240 

ctgcggggca tggaatcaca cgtgcagtgt tccggcatgt tcagcctggt gtgtgacagt 
300 

ggggttccct gccaggccag cagtgtgctc tgactcgggg cagggaccag gttctgtgta 
360 

gctttgtgct caagtgctga gcagagtaga ctctcagcag atgtttgaat gaatgggtga 
420 

accaatggct gcacaaatga acgagcctga ctctccctca tgatttggtc catagtgtgt 
480 

ttaaataccc tcctagtggg cttttagctc cttgaagatg gaaacaggtt tgcatagtaa 
540 

gtttgtttta ttgaatggaa tggacttaaa gtcttcggac ttgggagaat taggacagat 
600 

ctgtttcccc gttggtaaag taaaggttgg gcctgatgat ctcagaaact caggaagagt 
660 

gatggtcggc cccagggtcg agagtgagtt actgccaggt ccagggctgt ccctgtgttc 
720 

tggctcccag accacagtgt ttcttcctga agccggtggt tgcagccact ttgccttgct 
780 

cctctacgcc tttcctgaag gatgaggtgg ggccagtctg cctctgggag ctcggtcaag 
840 

ttcacccgcc tgcctgcctg tccagccaag tacctggccc agatcattgt gatgggcgtg 
900 

caggtggtgg gcagggcctt tgcacgggcc ttgcggcagg agtttgcagc cagccgggcc 
960 

gcagctgatg cccgaggacg cgctggacac cggtctgcag ccgcttccaa cctctccggc 
1020 

ctcagcctcc aggaggcaca gcagattctc aacgtgtcca agctgagccc tgaggaggtc 
1080 

cagaagaact atgaacactt atttaaggtg aatgataaat ccgtgggtgg ctccttctac 

1140 

ctgcagtcaa aggtggtccg cgcaaaggag cgcctggatg aggaactcaa aatccaggcc 
1200 

caggaggaca gagaaaaagg gcagatgccc catacgtgac tgctcggctc cccccgccca 
1260 

ccccgccgcc tctaatttat agcttggtaa taaatttctt ttctgcaaaa aaaaaaaaaa 

1320 

aaaa 

1324 

<210> 4714 

<211> 145 

<212> PRT 

<213> Homo sapiens 

<400> 4714 

Met Arg Trp Gly Gin Ser Ala Ser Gly Ser Ser Val Lys Phe Thr Arg 
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ctcctcctct aattaagctt gttatttgtc 


atgcaccagc 


attggagata ataaaatttc 


1680 














ttgttctgtg tattttgttt ggctaatagt 


attgcataca 


tactttctct gtatactact 


1740 














ttctattgta tgtgttaacc agtattaagg gaaaatgatc 


cagcttcagc tatctaattc 


1800 














acaaattaat ttctggaaat taaactttgt 


aaattaagtt 


tttgcctata agaatttgct 


1860 














ggtctgggaa aacctgccct atcaatgagt 


atgttgccgt 


ggttacctta ctaagatgct 


1920 














gaagttctag gagagtaatg attacatcag 


a acicT c t acrcr t 


tcagcaaaat aagtgtatca 


1980 














gcaggtttta tcatgatcag taaaaatgtt 




ctgctccatt atagcagtaa 


2040 














agaacgaata tccaatgcaa a 










2061 














<210> 4712 














<211> 187 














<212> PRT 














<213> Homo sapiens 










<400> 4712 














Met Ser Glu 


Met 


Ala Glu Leu Ser 


Glu Leu Tyr 


Glu Glu Ser 


Ser 


Asp 


1 




5 


10 




15 




Leu Gin Met 


Asp 


Val Met Pro Gly 


Glu Gly Asp 


Leu Pro Gin 


Met 


Glu 




20 




25 


30 






Val Gly Ser 


Gly 


Ser Arg Glu Leu 


Ser Leu Arg 


Pro Ser Arg 


Ser 


Gly 


35 




40 




45 






Ala Gin Gin 


Leu 


Glu Glu Glu Gly 


Pro Met Glu 


Glu Glu Glu 


Ala 


Gin 


50 




55 




60 






Pro Met Ala 


Ala 


Pro Glu Gly Lys 


Arg Ser Leu 


Ala Asn Gly 


Pro 


Asn 


65 




70 


75 






80 


Ala Gly Glu 


Gin 


Pro Gly Gin Val 


Ala Gly Ala Asp Phe Glu 


Ser 


Glu 






85 


90 




95 




Asp Glu Gly 


Glu 


Glu Phe Asp Asp 


Trp Glu Asp Asp Tyr Asp 


Tyr 


Pro 




100 




105 


110 






Glu Glu Glu 


Gin 


Leu Ser Gly Ala Gly Tyr Arg Val Ser Ala 


Ala 


Leu 


115 




120 




125 






Glu Glu Ala 


Asp 


Lys Met Phe Leu 


Arg Thr Arg 


Glu Pro Ala 


Leu 


Asp 


130 




135 




140 






Gly Gly Phe 


Gin 


Met His Tyr Glu 


Lys Thr Pro 


Phe Asp Gin 


Leu 


Ala 


145 




150 


155 






160 


Phe He Glu 


Glu 


Leu Phe Ser Leu 


Met Val Val 


Asn Arg Leu 


Thr 


Glu 






165 


170 




175 




Glu Leu Gly 


Cys 


Asp Glu lie He 


Asp Arg Glu 










180 




185 









<210> 4713 

<211> 1324 

<212> DNA 

<213> Homo sapiens 

<400> 4713 
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ncgcacggcc gcgcagatct gtcttgctgg aagctttttc ctagaggttg agcggtttgc 
60 

acaatgtcgg aaatggctga gttgtccgag ctgtatgaag agagcagtga cctgcagatg 
120 

gatgtgatgc ctggcgaggg tgaccttccg cagatggagg taggcagcgg gagccgggag 
180 

ctatccctgc gtccctcccg cagcggggcc caacagctcg aggaggaagg cccaatggag 
240 

gaggaggagg cccagccaat ggcggcgcca gaggggaaac ggagccttgc taacgggccc 
300 

aacgctgggg agcagccagg ccaggtggcg ggcgcagact tcgagagcga ggacgagggc 
360 

gaggaatttg atgactggga ggacgactac gactatcccg aagaggagca gctcagtggt 
420 

gccggctaca gagtatcagc cgctcttgaa gaagccgaca agatgtttct gagaacaaga 
480 

gaaccagccc tggatggcgg gtttcagatg cattatgaga agaccccgtt tgatcagtta 
540 

gcttttatcg aagagctttt ttcactgatg gttgtcaatc gtctgaccga agaactcggc 
600 

tgtgatgaga ttattgatag agagtagtta gatgctgtta aaagaggagg aaactacttg 
660 

aggagggacc caactttccg ctatcttttg ggttcattcc aaatagtttt gtgccactga 
720 

aaaacttgac cttcaaaaaa atttgttttt cagaatagaa cacaatagga cagtgactgc 
780 

acagttgtga aaaaggaaga gaatcattaa agaaaaagaa aaaagatttt aagaccgttg 
840 

aaatcaatta tcaagaacgt cctaaaacac ctatggcttt gactttgtta ttgatccaga 
900 

ttattttcct tgcattgggg aaaatatctt tcatatttgt ttgctgtaaa gatggttttg 
960 

caagaataag tcatgaccaa gacaaactgc caatacaaaa gcccactgat actaattata 
1020 

taatgagaaa aaaatgtatc caactaggac acatatcttt tgagttattt ggactgaaag 
1080 

cttaagaaaa cttggaaaat tctattttgt ga.tctagtca agccacagtt atcaaaggct 
1140 

acattttcag tgtaagataa atggatgagt aaactcaaat atgtatcacg tgtgctttgt 
1200 

atcttaagat gtgtttccaa gagcatctga aattttgttt gtacatgtat cttgatcatt 
1260 

tataaagcca ctgtgatcta taaatcaaga aaatccattg tcataaccat ttttaaaagt 
1320 

caaaaattaa gacatcctta attaaaaagt ttcaaatcta gacactaaat gtgtgtgaat 
1380 

gtacaaagaa aacaaaccat tgcttatgct gttatatact agagaaattt tgttttgctt 
1440 

gctgttttaa cttgacagat gaaggacttt agttgaactt catattgtaa gaactgttaa 
1500 

taaaagttgt caagtaaaaa gcgctatatc taaaaagact ttatgaacag ttattctatc 
1560 

aacttttaaa ggttttaaac ctgcccagaa attaccttgg tatctgaagt ttccctctgt 
1620 
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aaaaaaattt attaaaaaat tctattattt t 
1351 

<210> 4710 

<211> 304 

<212> PRT 

<213> Homo sapiens 



<400> 4710 



Met 


Asn 


Asn 


Ser 


Gly Ala Asp 


Glu 


He Gly Lys 


Leu 


Phe Val 


Gly Gly 


1 








5 






10 








15 




Leu 


Asp Trp 


Ser 


Thr 


Thr Gin 


Glu 


Thr Leu 


Arg 


Ser 


Tyr Phe 


Ser 


Gin 








20 








25 






30 






Tyr Gly Glu Val 


Val 


Asp Cys 


Val 


He Met 


Lys. 


Asp 


Lys. Thr 


Thr 


Asn 






35 








40 








45 






Gin 


Ser 


Arg 


Gly 


Phe Gly Phe 


val 


Lys Phe 


Lys 


Asp 


Pro Asn 


Cys 


Val 




50 








55 








60 








Gly Thr Val 


Leu 


Ala 


Ser Arg 


Pro 


His Thr 


Leu 


Asp 


Gly Arg 


Asn 


He 


65 










70 






75 








80 


Asp 


Pro 


Lys 


Pro 


Cys 


Thr Pro 


Arg 


Gly Met 


Gin 


Pro 


Glu Arg 


Thr 


Arg 










85 






90 








95 




Pro 


Lys 


Glu Gly 


Trp 


Gin Lys 


Gly 


Pro Arg 


Ser 


Asp 


Asn Ser 


Lys 


Ser 








100 








105 






110 






Asn 


Lys 


He 


Phe 


Val 


Gly Gly 


He 


Pro His 


Asn 


Cys 


Gly Glu 


Thr 


Glu 






115 








120 








125 






Leu 


Arg 


Glu 


Tyr 


Phe 


Lys Lys 


Phe 


Gly Val 


Val 


Thr 


Glu Val 


Val 


Met 




130 








135 








140 








He 


Tyr 


Asp 


Ala 


Glu 


Lys Gin 


Arg 


Pro Arg 


Gly 


Phe 


Gly Phe 


He 


Thr 


145 










150 






155 








160 


Phe 


Glu Asp Glu 


Gin 


Ser Val 


Asp 


Gin Ala 


Val 


Asn 


Met His 


Phe 


His 










165 






170 








175 




Asp 


He 


Met 


Gly 


Lys 


Lys Val 


Glu 


Val Lys 


Arg 


Ala 


Glu Pro 


Arg 


Asp 








180 








185 






190 






Ser 


Lys 


Ser 


Gin 


Ala 


Pro Gly Gin 


Pro Gly Ala 


Ser Gin Trp Gly Ser 






195 








200 








205 






Arg 


Val 


Val 


Pro 


Asn 


Ala Ala 


Asn 


Gly Trp Ala 


Gly Gin Pro 


Pro 


Pro 




210 








215 








220 








Thr 


Trp 


Gin 


Gin 


Gly Tyr Gly 


Pro 


Gin Gly Met 


Trp 


Val Pro 


Ala 


Gly 


225 










230 






235 








240 


Gin 


Ala 


He Gly 


Gly Tyr Gly 


Pro 


Pro Pro 


Ala 


Gly Arg Gly Ala 


Pro 










245 






250 








255 




Pro 


Pro 


Pro 


Pro 


Pro 


Phe Thr 


Ser 


Tyr lie 


Val 


Ser 


Thr Pro 


Pro 


Gly 








260 








265 






270 






Gly Phe 


Pro 


Pro 


Pro Gin Gly 


Phe 


Pro Gin Gly 


Tyr 


Gly Ala 


Pro 


Pro 






275 








280 








285 






Gin 


Phe 


Ser 


Phe 


Gly Tyr Gly 


Pro 


Pro Pro 


Pro 


Pro 


Pro Gly Ser Arg 




290 








295 








300 









<210> 4711 

<211> 2061 

<212> DNA 

<213> Homo sapiens 

<400> 4711 
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100 • 105 110 

Ser Gly Ser Glu Lys Lys Lys Met Ser Asp Asp Pro Val Glu Asp Asp 
115 120 125 

<210> 4709 
<211> 1351 
<212> DNA 

<213> Homo sapiens 
<400> 4709 

cgcagatccg ggccgcggct gtggggaggg cgacggagcg ggtgaccttc cggaggcggg 
60 

agcgagcgag gaggcccggg agcgccgagc gtcgccgccg ccgccgccat gaacaactcg 
120 

ggcgccgacg agatcgggaa gctcttcgtg ggcggtcttg actggagcac gacccaagag 
180 

actctgcgca gctacttttc ccaatatgga gaagtcgtag attgtgttat catgaaagat 
240 

aaaaccacca accagtctcg aggctttggg tttgtcaaat ttaaagaccc aaactgtgtg 
300 

gggacggtgc tggccagcag accgcacacg ctagatggcc gaaacatcga ccccaagcca 
360 

tgcacacccc gggggatgca gccggagaga acacggccga aggaaggatg gcagaaagga 
420 

cccaggagcg ataacagtaa atcaaataag atatttgtcg gtggaattcc tcacaattgt 
480 

ggtgagacag agctcaggga atacttcaag aagttcggag tggtcacgga ggtagtcatg 
540 

atctatgacg ccgagaagca gaggccccga ggttttggat ttattacttt cgaggacgaa 
600 

caatcagtgg accaggctgt caacatgcat tttcacgaca tcatgggcaa aaaagtggaa 
660 

gttaaacgag ctgagcctcg ggacagcaag agccaagcgc cgggacagcc aggtgccagc 
720 

cagtggggga gccgggttgt gcccaacgct gccaatggct gggcaggcca gcccccgccc 
780 

acgtggcagc aaggatatgg cccgcaagga atgtgggtgc cggcaggaca ggcgattggt 
840 

ggctatggac cgccccctgc aggaagagga gcccccccgc cacccccacc gttcacctcc 
900 

tacatcgtgt ccacccctcc tggaggcttt ccccctcccc agggcttccc tcagggctac 
960 

ggtgccccgc cacagttcag ttttggctac gggcctccac ctccaccgcc aggcagccgc 
1020 

tgacccgcac tcctaagggc ccacagcgga caccagaggg gcttttgtct gcagagcgtc 
1080 

ttccaccagc agagcctttg gaagctcccc cagggagccc cacccaggac cctttggggg 
1140 

atgcctcagt cagggccagg ctgaccctga cccctgctta ccctagtccc ctcaacctcc 
1200 

tgacactgga ggaatacttt tctcctaagt ctaccctgga cactttttag ggcacctgga 
1260 

gagaactttc ctctccactg tggcccctgc gtggtgaaga tcaaaagaag ttgtttggga 
1320 
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145 150 . 

<210> 4707 

<211> 748 

<212> DNA 

<213> Homo sapiens 

<400> 4707 

ngtcctcttg tccttgagcg tcaaccttct ttccctgaag tggctggggt tcctgtttcc 
60 

ttctttgatt gacaacttgt gttaaccctc gcacatctct gggccaattt ttgcttgtaa 
120 

gtctttccgg agacccctgg aatttaaatc attagcaccg cgcccttccc cgaagagtct 
180 

tcgaagggtt gccgcttttc ggtggcgcag ttctcgcgag aaggtgactt tctttctcgg 
240 

tatttcctgg tttccagaat ccttagcgcg aggcggaaaa aatatttctc ccagcttgtg 
300 

ttgatgccgc gattttgact gagacttctt cccacgattt ctgtttttgc ttctccaagg 
360 

aaaatggcag ctcccgagca gccgcttgcg atatcaaggg gatgcacgag ctcctcctcg 
420 

ctttccccgc ctcggggcga ccgaaccctt ctggtcaggc acctgccggc tgagcttact 
480 

gctgaggaga aagaggactt gctgaagtac ttcggggctc agtctgtgcg ggtcctgtca 
540 

gataaggggc gactgaaaca tacagctttt gccacattcc ctaatgaaaa agcagctata 
600 

aaggcattga caagactcca tcaactgaaa cttttaggtc atactttagt cgttgaattt 
660 

gcaaaagagc aagatcgagt tcactcccca tgtcccactt caggctctga aaaaaaaaaa 
720 

atgtctgatg accctgtcga agatgata 
748 

<210> 4708 
<211> 128 
<212> PRT 

r 

<213> Homo sapiens 



<400> 4708 



Met 


Ala 


Ala 


Pro 


Glu 


Gin 


Pro 


Leu 


Ala 


He 


Ser Arg Gly 


Cys 


Thr 


Ser 


l 








5 










10 






15 




Ser 


Ser 


Ser 


Leu 


Ser 


Pro 


Pro 


Arg 


Gly Asp 


Arg Thr Leu 


Leu 


val 


Arg 








20 










25 






30 






His 


Leu 


Pro 


Ala 


Glu 


Leu 


Thr 


Ala 


Glu 


Glu 


Lys Glu Asp 


Leu 


Leu Lys 






35 










40 






45 








Tyr 


Phe 


Gly 


Ala 


Gin 


Ser 


Val 


Arg 


val 


Leu 


Ser Asp Lys 


Gly 


Arg 


Leu 


50 










55 








60 








Lys 


His 


Thr 


Ala 


Phe 


Ala 


Thr 


Phe 


Pro 


Asn 


Glu Lys Ala 


Ala 


He 


Lys 


65 










70 










75 






80 


Ala 


Leu 


Thr 


Arg 


Leu 


His 


Gin 


Leu 


Lys 


Leu 


Leu Gly His 


Thr 


Leu 


Val 










85 










90 






95 




Val 


Glu 


Phe 


Ala 


Lys 


Glu 


Gin 


Asp 


Arg 


Val 


His Ser Pro 


Cys 


Pro 


Thr 
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100 105 HO 

<210> 4705 ■ 
<211> 569 
<212> DNA 

<213> Homo sapiens 
<400> 4705 

ncagacccat actgtgtggg cacggtgctg gccagcagac cgcacacgct agatggccga 
60 

aacattgacc cctagccatg cccaccccgg gggatgcagc cgtagagaac acggccgaag 

gaaggatgga aaggacccag gagcgataac agtaaatcaa ataagatatt tgtcggtgga 

Ittcctcaca attgtggtga gacagagctc agggaatact tcaagaagtt cggagtggtc 

acggaggtag tcatgatcta tgacgccgag aagcagaggc cccgaggtaa gggcagatct 
300 

agtttgacct cggccttctc cctgctcctc cctcagatgg caaactatct cacccgccag 
360 

gcacacacag gtggcggctg tagcaaacag cctcaggaag ggacgatttg gagacaaatg 

420 . _ 

actaaaacgt gggctcctca tgtgcacccc attcagcctg tctgtgcttc ccgaggtcag 

480 

acgtcacaca ttgttttttg gcttgttctt ttgaagtttt tacgacttgt catgagtctc 
540 

ggcctggctt ctgtttttca ctgtccgga 
569 

<210> 4706 
<211> 154 
<212> PRT 

<213> Homo sapiens 



<400> 4706 


















Ser 


Arg 


Thr 


Arg 


Pro 


Lys 


Glu 


Gly Trp Lys 


Gly Pro Arg Ser 


Asp 


Asn 


1 








5 








10 




15 




Lys 


Ser 


Asn 


Lys 


He 


Phe 


Val 


Gly Gly 


He Pro His Asn 


Cys 


Gly 


Glu 






20 








25 




30 






Thr 


Glu 


Leu 


Arg 


Glu 


Tyr 


Phe 


Lys Lys 


Phe Gly Val Val 


Thr 


Glu 


Val 






35 










40 


45 








Val 


Met 


He 


Tyr Asp 


Ala 


Glu 


Lys Gin 


Arg Pro Arg Gly Lys 


Gly 


Arg 




50 










55 




60 








Ser 


Ser 


Leu 


Thr 


Ser 


Ala 


Phe 


Ser Leu 


Leu Leu Pro Gin 


Met 


Ala 


Asn 


65 










70 






75 






80 


Tyr 


Leu 


Thr 


Arg 


Gin 


Ala 


His 


Thr Gly 


Gly Gly Cys Ser 


Lys 


Gin 


Pro 








85 








90 




95 


His 


Gin 


Glu 


Gly 


Thr 


He 


Trp 


Arg 


Gin Met 


Thr Lys Thr Trp 


Ala 


Pro 






100 








105 




110 




His 


val 


His 


Pro 


He' 


Gin 


Pro 


Val 


Cys Ala 


Ser Arg Gly Gin 


Thr 


Ser 






115 










120 


125 








He 


Val 


Phe 


Trp 


Leu 


Val 


Leu 


Leu Lys 


Phe Leu Arg Leu 


Val 


Met 


Ser 




130 








135 




140 








Leu Gly 


Leu 


Ala 


Ser 


Val 


Phe 


His Cys 


Pro 
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1 5 10 15 

Asp Pro Pro Thr Ser Ala Ser Glu Asn Ala Gly lie Thr Gly Leu Ser 

~ 20 25 30 

His Xaa Pro Pro Gly His Phe Phe Leu Glu Thr Arg Ser Tyr Ser Leu 

35 40 45 ' 

Ala Lys Asn Gly Val Gin Trp Cys Asn Val Gly Ser Leu Gin Pro Lys 

50 55 60 

Pro Pro Gly Leu Lys 
65 

<210> 4703 

<211> 513 

<212> DNA 

<213> Homo sapiens 



<400> 4703 

nnctgtttcc ttctttgatt gacaacttgt gttaaccctc gcacatctct gggccaattt 
60 

ttgcttgtaa gtctttccgg agacccctgg aatttaaatc attagcaccg cgaccttccc 
120 

cgaagagtct tcgaagggtt gccgcttttc ggtggcgcag ttctcgcgag aaggaaaatg 
180 

gcagctcccg agcagccgct tgcgatatca aggggatgca cgagctcctc ctcgctttcc 
240 

ccgcctcggg ctgaccgaac ccttctggtc aggcacctgc cggctgagct tactgctgag 
300 

gagaaagagg acttgctgaa gtacttcggg gctcagtctg tgcgggtcct gtcagataag 
360 

gggcgactga aacatacagc ttttgccaca ttccctaatg aaaaagcagc tataaaggca 
420 

ttgacaagac tccatcaact gaaactttta ggtcatactt tagtcgttga atttgcaaaa 
480 

gagcaagatc gagttcactc cccatgtccc act 
513 



<210> 4704 

<211> 112 

<212> PRT 

<213> Homo sapiens 

<400> 4704 

Met Ala Ala Pro Glu Gin Pro Leu, Ala He Ser Arg Gly Cys Thr Ser 

15 10 15 

Ser Ser Ser Leu Ser Pro Pro Arg Ala Asp Arg Thr Leu Leu Val Arg 

20 25 30 

His Leu Pro Ala Glu Leu Thr Ala Glu Glu Lys Glu Asp Leu Leu Lys 

35 40 45 

Tyr Phe Gly Ala Gin Ser Val Arg Val Leu Ser Asp Lys Gly Arg Leu 

50 55 60 

Lys His. Thr Ala Phe Ala Thr Phe Pro Asn Glu Lys Ala Ala He Lys 
65 70 75 80 

Ala Leu Thr Arg Leu His Gin Leu Lys Leu Leu Gly His Thr Leu Val 

85 90 95 

Val Glu Phe Ala Lys Glu Gin Asp Arg Val His Ser Pro Cys Pro Thr 
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35 40 45 

Glu Thr Ala Ala Ala Pro Tyr Arg Ala Cys Trp Leu Cys Arg Gly Glu 

50 55 60 

Val Asp Asp Lys Gly Thr Arg His Ala Ser Ala Pro Cys Val Arg Ser 
65 70 " • 75 80 

Gly Leu Gly His Ser Pro Cys Thr Ser Lys Thr Pro Val Leu Thr Pro 

85 90 95 

Thr Ser Lys Glu Leu Leu Leu Leu He Cys Lys Ala He Leu Leu Leu 

100 105 HO 

Ser Asn Leu Val 
115 

<210> 4701 

<211> 812 

<212> DNA 

<213> Homo sapiens 

<400> 4701 

nctttttttt agtagagaca gggtttcact cttaccagga tgatctcgat ctccggacct 
60 

cgtgatccgc ccacctccgc ctccgaaaat gctgggatta caggcctgag ccacntaccg 
120 

cctggccatt tttttcttga gacaaggtct tattctctcg ccaagaatgg agtgcagtgg 
180 

tgcaatgttg gctcactgca gcccaaacct cctgggctta agtgatcctc ctacctcagc 
240 

ctctcgagta gcnaggacca caggcgcnca ccatcacacc cagctaatgt tttattcttc 
300 

ngtagagatg gggtctcacc gtgtggccca ggctggcaac tgcatttttt tctcccagct 
360 

caaggaggga ggagcagccg agcccagcag gtacaacgtg ggtttgctct gtgctgggag 
420 

agctacaggg ctgtgcagag ccggcaggga caggacctgg ggctccagga ggcccccaca 
480 

tgctgcctct cagccacctg ccagccctgt tttatgaata tgtttaccgt ggctgtcact 
540 

ttgtcccggt ctgtcacaaa ggcacggaat ccttccccaa acaaggtgcc agccgtcctg 
600 

atggactcca agacggtctg acggtgctcg gacgccttca ggcggatctg ctcgcggatg 
660 

atgtctgcat tctcccgctc ggccttggcg cgcgcccggg cctcggtctc cactcgcagc 
720 

atctcattct tgtgccgcag ctccatctcc cgctccacgg tggctcgccg catggcttcc 
780 

tgcttctgca agaactcctc ctgcttccgt aa 
812 

<210> 4702 
<211> 69 
<212> PRT 

<213> Homo sapiens 
<400> 4702 

Arg Gin Gly Phe Thr Leu Thr Arg Met He Ser He Ser Gly Pro Arg 
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attacaatta aaataactat attcttctat attttttctg ttaaaatcat ctcataaatt 
300 

tacaatgcta ttattagttt ccaagactaa tataaattca ctccattttt ctacaacgaa 
360 

aatgattaat ttagaagcac acgacgtcat gatgaaaaac acaagcattt tagtagcaag 
420 

gacttgatca gttaagaatt agttttcttg taaaacattc taaagccaag taaaatatcc 
480 

attcttataa catacctata atatgagact aaggaatagg ttacatatag gtctacaaca 
540 

cattggtttg tctttaaaaa aacaaaagta gacatttata aataaaaaag agggacaatt 
600 

cacataggaa aaagaggtac acgagaaaat actgttgcac gcaataattt tcacacagat 
660 

taacatggat taacactttt tattacagaa accgtacggt gaaggaacac aacagaccag 
720 

ggctttcata gggttattga gattgagctg agatgacctg ggagagaaag atctaggtga 
780 

gatgaccctg gggagggagc cacgttcctt ggacctggtg acttagtgtc gccgggtctc 
840 

ctcttccctg ttctcatttt ggggagtgag tctttctatc cagtgtcctg aattcatgag 
900 

cagttgaaag gtaaacattt ctgcagatcc attctctttc tatcctaatg gataccattt 
960 

ttggaaacgt gacagagtat cagaggctgc agctcagtac acgtggtcaa agcaaaacgg 
1020 

gatggaaact tccagtcact ctgatttgtt gcccccgtca cccactgatg cgcttgaagc 
1080 

tgggacccag tgagacagca gcagcaccct acagggcctg ctggctctgc cgtggtgagg 
1140 

tggatgacaa gggcacgcgc cacgcctcag ccccatgtgt gcggagtggc ctgggacaca 
1200 

gcccatgcac gtccaagaca ccagtcttga ctccgacctc taaagagctc cttctcctca 
1260 

tctgtaaagc tatacttctc ctatccaatt tggtttgata tatatacaca aacatatata 
1320 

t'caacatcta tctctataca gtgattctac taaattagaa attctgctgc cccaaagtat 
1380 

gactttcttg tctatttcat ttggttaaaa aaatgcacac acagaggatg aagagatgat 

1440 

t 

1441 

<210> 4700 
<211> 116 
<212> PRT 

<213> Homo sapiens 
<400> 4700 

Met Asp Thr He Phe Gly Asn Val Thr Glu Tyr Gin Arg Leu Gin Leu 

15 10 15 

Ser Thr Arg Gly Gin Ser Lys Thr Gly Trp Lys Leu Pro Val Thr Leu 

20 25 30 

He Cys Cys Pro Arg His Pro Leu Met Arg Leu Lys Leu Gly Pro Ser 



3887 



WO 00/58473 PCI7US00/08621 



tggtgtgtct ttaagtgtgt tttataacaa tgggatagat taattattaa gatgtttctg 
900 

ctttcattat tacaacctta atggatcttc cttttctttt taaagaatgt ctgactgcta 
960 

attacaagta caaacttgca aagcttgaag aataagattg cattttaaaa atcatgtcac 
1020 

ttaataaagt gacaggttat ttaaaaa 
1047 

<210> 4698 

<211> 182 

<212> PRT 

<213> Homo sapiens 



<400> 4698 




























Leu 


Ser 


Thr 


Ser 


Pro 


His 


Ser 


Ala 


Cys 


Arg Ala 


Arg 


Pro 


Thr 


He 


Lys 


1 








5 










10 










15 




Thr Asp Gly Thr 


Val 


Phe 


Arg 


lie 


His 


Thr 


Lys 


Ala 


Glu 


Gly 


Phe 


Met 








20 










25 










30 






Asp 


Ala 


Asp 


lie 


Pro 


Leu 


Glu 


Leu 


Val 


Phe 


His 


Leu 


Pro 


Val 


Asn 


Tyr 




35 










40 










45 








Pro 


Ser 


Cys 


Leu 


Pro 


Gly 


He 


Ser 


He 


Asn 


Ser 


Glu 


Gin 


Leu 


Thr 


Arg 




50 








55 










60 










Ala 


Gin 


Cys 


Val 


Thr 


Val 


Lys 


Glu 


Lys 


Leu 


Leu 


Glu 


Gin 


Ala 


Glu 


Ser 


65 










70 










75 










80 


Leu 


Leu 


Ser 


Glu 


Pro 


Met 


Val 


His 


Glu 


Leu 


Val 


Leu 


Trp 


He 


Gin 


Gin 










85 










90 










95 




Asn 


Leu 


Arg 


His 


lie 


Leu 


Ser 


Gin 


Pro 


Glu 


Thr 


Gly 


Ser 


Gly 


Ser 


Glu 








100 










105 










110 






Lys 


Cys 


Thr 


Phe 


Ser 


thr 


Ser 


Thr 


Thr 


Met Asp Asp Gly 


Leu 


Trp 


He 


115 










120 










125 








Thr 


Leu 


Leu 


His 


Leu 


Asp 


His 


Met 


Arg 


Ala 


Lys 


Thr 


Lys 


Tyr 


Val 


Lys 




130 










135 










140 










lie 


val 


Glu 


Lys 


Trp 


Ala 


Ser 


Asp 


Leu 


Arg 


Leu Thr Gly Arg 


Leu 


Met 


145 










150 










155 










160 


Phe 


Met 


Gly Lys 


lie 


He 


Leu 


He 


Leu 


Leu Gin Gly Asp Arg 


Asn 


Asn 










165 










170 










175 




Leu 


Lys 


Val 


Pro 


Lys 


Ser 























180 

<210> 4699 
<211> 1441 
<212> DNA 

<213> Homo sapiens 
<400> 4699 

tctttttttt tttttttttt tacagtgatt tcaaacagtt taatgtaatt ccaagacaaa 
60 

gtgtgattac atttctacac atatacaata tgcatatgtg agtttacaaa ttttaattaa 
120 

taagtcattt cacctcggag accgaaaaaa tgatcaaaaa gaaactatga gtaacaagct 
180 

ataacatagt tcaccacaat gggacccccc cccccttttt ctcaccctac agttagtaat 
240 
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145 








150 








155 


160 


Lys 


Leu 


Ser 


Val 


Leu Leu 


Leu 


Glu 


Lys 


Met jGly Gly Ser Ser Gly 


Ala 








165 








170 175 




Leu 


Tyr 


Gly Leu 


Phe Leu 


Thr 


Ala 


Al'a 


Ala Gin Pro Leu Lys Ala 


Lys 






180 








185 


190 




Thr 


Ser 


Leu 


Pro 


Ala Trp 


Ser 


Ala Ala Met Asp Ala Gly Leu Glu 


Ala 






195 








200 




205 




Met 


Gin 


Lys 


Tyr Gly Lys 


Ala 


Ala 


Pro 


Gly Asp, Arg Thr Met Leu 


Asp 




210 








215 






220 




Ser 


Leu 


Trp 


Ala 


Ala Glu 


Gin 


Glu 


Leu 


Gin Ala Trp Lys Ser Pro 


Gly 


225 






230 








235 


240 


Ala 


Asp 


Leu 


Leu 


Gin Val 


Leu 


Thr 


Lys 


Ala Val Lys Ser Ala Glu 


Ala 








245 








250 255 




Ala 


Ala 


Glu 


Ala 


Thr Lys 


Asn 


Met 


Glu 


Ala Gly Ala Gly Arg Ala 


Ser 








260 








265 


270 




Tyr 


lie 


Ser 


Ser 


Ala Arg 


Leu 


Glu 


Gin 


Pro Asp Pro Gly Ala Val 


Ala 




275 








280 




285 




Ala 


Ala 


Ala 


He 


Leu Arg 


Ala 


He 


Leu 


Glu Val Leu Gin Ser 






290 








295 






300 





<210> 4697 

<211> 1047 

<212> DNA 

<213> Homo sapiens 

<400> 4697 

gctgaatatt gaaattgcct caggtacctc atttctgatt tgtccattat aattttgtat 
60 

tggaaagtga ttggtgacaa attttttata atgcatcatt gtgcgtccct gtatgcatac 
120 

taccttgtac tgaaaaatgg agtgctggca tacattggga attttcgcct gcttgcagag 
180 

catttccagc ccgtttgntg aatcagcgac caaaggctgt agtcactgga aacatggact 
240 

tgttttcatc tctaactctc cacctctcca cactcagcct gcagagcccg gccaacaatc 
300 ■ 

aagacagatg ggaccgtgtt cagaattcac acaaaagctg aaggatttat ggatgcggat 
360 

atacctctgg aattggtgtt ccatttgcca gtcaattatc cttcatgtct acctggtatc 
420 

tcgattaact ctgaacagtt gaccagggcc cagtgtgtga ctgtgaaaga gaagttactt 
480 

gagcaagcag'agagcctttt gtcggagcct atggttcatg agctggttct ctggattcag 
540 

cagaatctca ggcatatcct cagccaacca gaaactggca gtggcagtga aaagtgtact 
600 

ttttcaacaa gcacgaccat ggatgatgga ttgtggataa ctcttttgca tttagatcac 
660 

atgagagcaa agactaaata tgtcaaaatt gtggagaagt gggcttcaga tttaaggctg 
720 

acaggaagac tgatgttcat gggtaaaata atactgattt tactacaggg agacagaaac 
780 

aacctcaagg tgccaaaaag ttaaatgttg agtatgaatc tggctatttt ctgctttaaa 
840 
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tatggcctgt tcctgactgc ggctgcacag cccctgaagg ccaagaccag cctcccagcc 
1440 

tggtctgctg ccatggatgc cggcctggaa gccatgcaga agtatggcaa ggctgctcca 
1500 

ggggacagga ctatgctgga ttctctgtgg gcagcggagc aggagctcca agcctggaag 
1560 

agcccaggag ctgatctgtt acaagtcctg accaaagcag tcaagagtgc cgaagctgca 
1620 

gccgaggcca ccaagaatat ggaagctgga gccggaagag ccagttatat cagctcagca 
1680 

cggctggagc agccagaccc cggggcggtg gcagctgctg ccatcctccg ggccatcttg 
1740 

gaggtcttgc agagctaggg tgtgtgactg cctcccttgg cctcagctcc tctcactgct 
1800 

gtgctgaggt ggcctttgtc acttccttct gccttccaac cctcaccttc ccccggcctg 
1860 

gccccattgg ccaacagaga atccagcata gtcctgtccc ctggagcagc cttgccatac 
1920 

ttctgcatgg cttccaggcc ggcatccatg gcagcagacc aggctggtgt ggggctggag 
1980 

gagatcgcaa agcaggtgaa cgtggtcacc aaggccatgg gtaccctggg ggtgagctta 
2040 

tcctcctgca gcgtccctgg ttccaaaccc accttcgagc tctcagccga cgaggtggag 
2100 

ctgggcctgg ggatccacgg ggaagctggt gtgcgccgga taaagatggc aaccgccgat 
2160 

gagattgtga aactcatgct cgaccacatg acaaacacca ccaacgcgt 
2209 

<210> 4696 
<211> 302 
<212> PRT 

<213> Homo sapiens 
<400> 4696 

Cys Pro Phe Phe Pro Phe Gly Leu Pro His Ser Gly lie Ala Glu Gly 

1 5 - 10 15 

Arg Gly Val Lys He Ala Arg Ala Leu Val Gly Thr Phe Met Ser Ala 

20 25 30 

Leu Glu Met Pro Gly He Ser Leu Thr Leu Leu Leu Val Asp Glu Pro 

35 40 45 

Leu Leu Lys Leu He Asp Ala Glu Thr Thr Ala Ala Ala Trp Pro Asn 

50 55 60 

Val Ala Ala Val Ser He Thr Gly Arg Lys Arg Ser Arg Val Ala Pro 
65 70 75 80 

Ala Glu Pro Gin Glu Ala Pro Asp Ser Thr Ala Ala Xaa Glu Ala Gin 

85 90 95 

Pro Arg Ser Xaa Met Ala Leu Val Leu Glu Arg Val Cys Ser Thr Leu 

100 105 110 

Leu Gly Leu Glu Glu His Leu Asn Ala Leu Asp Arg Ala Ala Gly Asp 

115 120 125 

Gly Asp Cys Gly Thr Thr His Ser Arg Ala Ala Arg Ala He Gin Glu 

130 135 140 

Trp Leu Lys Glu Gly Pro Pro Pro Ala Ser Pro Ala Gin Leu Leu Ser 
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100 

<210> 4695 

<211> 2209 

<212> DNA 

<213> Homo sapiens 

<400> 4695 

nngtgcactg "cccacctcct agcctttgcc tgccattccc aggtcctcct gtccctgcca 
60 

gaatacaccc ttctttcaac ggctattcaa agatcacctg gctgcaaagc tttctttcct 
120 

cgcctgtgct tcctccttaa ctatctctag ttaaagctat ctccaccacc aggccacaag 
180 

ctcccagaga acagagatcg tgtttttcat tattctgtcc atttccatcc cccactcccg 
240 

cccacttact gtgtgagtcc agcactgtgt gagtccttga taaaaacgat gagcaaatcc 
300 

ccaggccttg agtgggtcag cagtgaccac atctatccgc agggatccac ggggaagctg 
360 

gtgtgcgccg gataaaggta ggtggtccct ctggcacagg ccgccctaag gccaaggccc 
420 

cccagatgca gctcattcct ggctccctct gacagatggc aaccgccgat gagattgtga 
480 

aactcatgct cgaccacatg acaaacacca ccaacgcgtc ccatgtgcct gtgcagcccg 
540 

gtgggtagcc tctcgcccgc gtctcccaac ccctcctaca cctctgggga ggagacgccc 
600 

agagggtctc acctggggtg tcatgtctac ccgcaggctc ctcagttgtg atgatggtca 
660 

acaacctggg tggcctgtca ttcctggaac tgggcatcat agccgacgct accgtccgct 
720 

ccctggggaa cgtggtcatt tgtggggtta ttgagggatg cctgccagga ggaaatcagg 
780 

acatctccct cccgacctca gagccccagc ttccaaggtc cttgcttttc tgttgttttc 
840 

tttccctgat gcccattttt cccttttgga ctgccacact ctggtattgc agagggccgc 
900 

ggg$Jtgaaga ttgcccgtgc cctggtgggc accttcatgt cagcactgga gatgcctggc 
960 

atttctctca ccctcctgct ggtggatgag cctctcctga aactgataga tgctgaaacc 
1020 

actgcagcag cctggcctaa cgtggctgca gtctccatta ctgggcggaa gcggagccgg 
1080 

gtagcccctg ccgagcccca ggaggcccct gattccactg ctgcanngga ggctcagcct 
1140 

cgaagcngga tggcgctggt gctggaacgg gtgtgcagca ctctcctggg cctggaggaa 
1200 

cacctgaatg ccctggaccg ggctgctggt gacggcgact gtggcaccac ccacagccgt 
1260 

gcggccagag caatccagga gtggctgaag gagggcccac cccctgccag ccctgcccag 
1320 

ctgctctcca agttgtctgt tctgctcctg gagaagatgg gaggctcatc tggggcgctc 
1380 
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<210> 4693 

<211> 794 

<212> DNA 

<213> Homo sapiens 

<400> 4693 

tccggaagtg ccttcgccct ccgtaaagat ggccggggca gtcggcacga gggaggcggg 
60 

gatgcgcctg cgcaacaagt tcggcgggga agatggcgga tgacaaggat tctctgccta 
120 

agcttaagga cctggcattt ctcaagaacc agctggaaag cctgcagcgg cgtgtagaag 
180 

acgaagtcaa cagtggagtg ggccaggatg gctcgctgtt gtcctccccg ttcctcaagg 
240 

gattcctggc tggctatgtg gtggccaaac tgagggcatc agcagtattg ggctttgctg 
300 

tgggcacctg cactggcatc tatgcggctc aggcatatgc tgtgcccaac gtggagaaga 
360 

cattaaggga ctatttgcag ttgctacgca aggggcccga ctagctctag gtgccatgga 
420 

agaggcagga tgagcagctc agccttcagg tggagacact ttatctggat tccccagctg 
480 

tcatccattt gctatctcca actttcctgc caccttcatc cttgcctccc ttcctgcaga 
540 

ttgtggacag tagttcctca gcctgcaccc tggattcctt cttccccttc ctagctccat 
600 

gggactcgcc ccaagactgt ggcttcaagg accaccagcc ccttactctt caagccctga 
660 

ctgtggagtt ggtagatgcc tctgatcctc agtattctct ctggcaatgt tccacggctt 
720 

ctccttcctg ggagctggct ccataacttg attttcccca aacgtgttgc aatccctgct 
780 

gccccttcac gcgt 
794 

<210> 4694 
<211> 103 
<212> PRT 

<213> Homo sapiens 



<400> 4694 



Met 


Ala 


Asp 


Asp 


Lys 


Asp 


Ser 


Leu 


Pro 


Lys 


Leu 


Lys 


Asp 


Leu 


Ala 


Phe 


l 








5 










10 










15 




Leu 


Lys 


Asn 


Gin 


Leu 


Glu 


Ser 


Leu 


Gin 


Arg 


Arg 


Val 


Glu 


Asp 


Glu 


Val 






20 










25 










30 






Asn 


Ser 


Gly 
35 


Val 


Gly 


Gin 


Asp 


Gly 
40 


Ser 


Leu 


Leu 


Ser 


Ser 
45 


Pro 


Phe 


Leu 


Lys 


Gly 


Phe 


Leu 


Ala 


Gly 


Tyr 


Val 


Val 


Ala 


Lys 


Leu Arg Ala 


Ser 


Ala 




50 










55 










60 










Val 


Leu 


Gly 


Phe 


Ala 


Val 


Gly 


Thr 


Cys 


Thr Gly 


lie 


Tyr 


Ala 


Ala 


Gin 


65 










70 










75 










80 


Ala 


Tyr 


Ala 


Val 


Pro 


Asn 


Val 


Glu 


Lys 


Thr 


Leu Arg 


Asp 


Tyr 


Leu 


Gin 








85 










90 










95 




Leu 


Leu 


Arg 


Lys 


Gly 


Pro 


Asp 
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<211> 383 

<212> PRT ( 

<213> Homo sapiens 



<400>. 4692 



Xaa 


Asp 


Leu 


Lys 


Ala 


Lys 


Met 


Pro 


Asp 


Asp 


His 


Ala 


Arg 


Lys 


lie 


Leu 


l 








5 










10 










15 






Ser 




He 


Asn Asn Tyr Thr 


He 


Pro 


Glu 


Glu 


Glu 


He 


Gly 


Ser 








20 










25 










30 






file 


Leu 


flic 




Ala 


He 


Asn 


Lys 


Pro 


Asn 


Ala 


Pro 


He 


xxp 


Leu 


He 






35 










40 










45 








Leu 


Asn 


nil ii 




Gly 


Leu 


Tyr 


Trp' 


rg 


Ala 


Val 


Gly 




Ser 


Thr 


Phe 














55 










60 










a j. a 


Tin 

lie 


M.± di 


Cys 


Leu Gin Arg Ala 


Leu 


Asn 


Leu 


Ala 


Pro 


Leu 


Gin 


Tyr 


O 3 










70 










75 










80 


oJ.Il 


Asp 


VdJL 


Pro 


Leu 


Val 


Asn 


Leu 


Ala 


Asn 


Leu 


Leu 


lie 


X11S 


Tyr Gly 










85 










90 










95 




Leu 


HIS 


Leu 


Asp 


Ala 


Thr 


Lys 


Leu 


Leu 


Leu 


Gin 


Ala 


Leu 


ft 1 

Mid 


He 


Asn 








i no 










inc 

IUj 










110 






Ser 




VjlU 


Pro 


Leu 


Thr 


Phe 


Leu 


Ser 


Leu Gly Asn 


nld 


Tyr 


Leu 


Ala 
















120 










IOC. 
1Z D 








Leu 


Lys 


Asn 


lie 


Ser 


Gly Ala 


Leu 


VjIU 


Ala 


Phe 


Arg 


olll 


Ala 


Leu 


Lys 




13 0 










135 










140 










Leu 


1 flXT 


1 11X7 


Lys 


Cys 


Pro 


Glu 


Cys 


uXU 


Asn 


Ser 


Leu 


Lys 


Leu 


He 


Arg 


145 










150 










155 










160 


Cys 






ruc 


Tyr 


Pro 


Phe 


Leu 


Tyr 


Asn 


He 


Thr 


Ser 


Ser 


Val 


Cys 










165 










170 










175 




OCX. 


vjf j_ y 


Asn 


L.ys 


His 


Glu 


Lys 


Thr 


Leu 


Asp 


Asn 


Ser 


His 


Asp 


Lys 


Gin 








180 










185 










.190 






Lys 


Tyr 




Asp 


Asn 


Ser 


Gin 


Ser 


Leu 


Asp 


Ala 


Ala 


Glu 


Glu 


Glu 


Pro 






195 










200 










205 








Car 

OCX. 


Glu 




Gly 


Thr 


Glu 


Glu 


Asp 


Pro 


Val 


Phe 


Ser 


Val 


Glu 


Asn 


Ser 




210 










215 










220 










Gly 




Asp 


Ser 


Asp 


Ala 


Leu Arg 


Leu 


Glu 


Ser 


Thr 


Val 


val 


Glu 


Glu 


225 










230 










235 










240 


Cor 


Asn 




Ser 


Asp 


Glu 


Met 


Glu 


Asn 


Ser 


Asp 


Glu 


Thr 


Lys 


Met 


Ser 










245 










250 










255 




Glu 


Glu 


He 


. Leu 


Ala 


Leu 


Val 


Asp 


Glu 


Phe 


Gin 


Gin 


Ala 


Trp 


Pro 


Leu 








260 










265 










270 






Glu 


Gly 


Phe 


Gly 


Gly Ala 


Leu 


Glu 


Met 


Lys 


Gly Arg 


Arg 


Leu Asp 


Leu 






275~ 










280 










285 








Gin 


Gly 


He 


Arg 


Val 


Leu 


Lys 


Lys Gly 


Pro 


Gin 


Asp 


Gly Val Ala Arg 




290 










295 










300 










Ser 


Ser 


Cys 


Tyr 


Gly Asp 


Cys 


Arg 


Ser 


Glu 


Asp 


Asp 


Glu 


Ala 


Thr 


Glu 


305 










310 










315 










.320 


Trp 


He 


Thr 


Phe 


Gin 


Val 


Lys Arg Val 


Lys 


Lys 


Pro 


Lys Gly Asp His 










325 










330 










335 




Lys 


Lys 


Thr 


Pro 


Gly 


Lys 


Lys 


Val 


Glu 


Thr 


Gly Gin 


He 


Glu Asn Gly 








340 










345 










350 






His 


Arg 


Tyr 


Gin 


Ala 


Asn 


Leu 


Glu 


He 


Thr 


Gly 


Pro 


Lys 


Val 


Ala 


Ser 






355 










360 










365 








Pro 


Gly 


Pro 


Gin 


Gly Leu 


Leu Asp 


Trp 


Lys 


Thr 


Arg 


Lys 


Val 


Pro 






370 










375 










380 
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atgaaagggc ggcgtctaga cttacaagga atacgggtgc tgaagaaagg tccccaggat 
900 

ggagtggcca gaagctcttg ctatggagac tgcagaagtg aagatgatga agcaacagaa 
960 

tggattacat tccaggtcaa acgtgtaaag aaacccaaag gagatcataa gaaaactcct 
1020 

gggaaaaaag tagaaacagg tcagatagaa aatggacatc gttaccaagc aaacctagag 
1080 

atcactggcc ccaaggtggc atctcctggg ccacaagggc tactagactg gaagaccagg 
1140 

aaagtgccat agacataatg taactggatt tcagcaaggc atttaacaga gcctcttatg 
1200 

atatccttgt gaaccagatg gagagatgtg ggcttgaagc cttcccattg cctacaggat 
1260 

aaaattcaaa cttcctagtg tggtgtacaa gaccctttac agcccgcctc tgtgtaccct 
1320 

tcaacaccat tctctgaacc aaccatgctc atgtttttac ctcagtgcct ttgcacatgc 
1380 

tattccctct gcctggaatg ccctgtgccc cctctgccct ctgccgtgct aaaatatcac 
1440 

tcatccttaa acttcaaaat caagtgccat ctcttccttg ttaccttcag gcagaattaa 
1500 

ttactctttc ctctgtgcaa ttgttctata tcttcgctct agctcttttc ctgttgtatt 
1560 

gtaatgattt gtttatgttt accttcctta ctagactgtg agctcaagag caggccgtct 
1620 

taattattcc tttctgtacc cctagtgtct tttatggttc tcagcccctt ataacaggtg 
1680 

ctcaataaat atttttcaaa tgaaattatt aaatgtaaaa gaaaattaag attttttgtg 
1740 . 

aaaattatgg cttatttaag ttattaattt aaacagagtt aatttgaaac tcttccaaaa 
1800 

ctgttccttt ctgttttgtt aaaatctcaa tctaaacccc tgcctgtacc tcaaacagtt 
1860 

ttctactgtt cgtaaattcc tataatataa aaagcgctat acagaactaa agttctcctt 
1920 

cctgcctatt ccattataac tccttcagaa aacccttccc agacaagaca gttctgctct 
1980 

tttcttgggg gatttgatgt aagtaaaggg cccacaccca aaaggtgggt acttacgaag 
2040 

gatattaata aacagagctt taaatttttt tgtagcttta aatagcttgt tgattgggaa 
2100 

catacacgtt agagtcaaac agactcctag tctgccagtt gctagccagg tgacctggac 
2160 

aagtcactta gtctctctga gtctctgttt tctcatctga gaaatgaggg ttaaaaccta 
2220 

cttcaggcca gatgcagtgg ctcacatctg taatcccagc actttgggag gccagggtgg 
2280 

gaggatcact tgagtccagg aggttaaggc tccagaaagc tagtatcatc cacggactct 
2340 

acctgggcaa gaaagcaagg tgctgtctct aactt 
2375 

<210> 4692 
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145 






150 










155 










160 


Leu Lys 


Asp Leu 


Gly Val 


Thr 


Val 


Phe 


He 


Val 


Ser Thr Gly Arg 


Gly 




165 










170 










175 




Asn Phe 


Leu Glu 


Leu 


Ser 


Ala 


Ala 


Ala 


Ser 


Ala 


Pro 


Ala 


Glu 


Lys 


His 




180 










185 










190 






Leu His 


Phe Val 


Asp 


Val 


Asp Asp 


Leu 


His 


He 


He 


Val 


Gin 


Glu 


Leu 




195 








200 










205 








Arg Gly 


Ser He 


Leu 


Asp 


Ala 


Met 


Arg 


Pro 


Gin 


Gin 


Leu 


His 


Ala 


Thr 


210 








215 










220 










Glu He 


Thr Ser 


Ser 


Gly 


Phe 


Arg 


Leu 


Ala 


Trp 


Pro 


Pro 


Leu 


Leu 


Thr 


225 






230 










235 










240 


Ala Asp 


Ser Gly 


Tyr 


Tyr 


Val 


Leu 


Glu 


Leu 


Val 


Pro 


Ser 


Ala 


Gin 


Pro 




245 










250 










255 




Gly Ala Ala Arg 


Arg 


Gin 


Gin 


Leu 


Pro 


Gly Asn 


Ala 


Thr 


Asp 


Trp 


He 




260 










265 










270 






Trp Ala 


Gly Leu 


Asp 


Pro 


Asp 


Thr 


Asp 


Tyr 


Asp 


Val 


Ala 


Leu 


Val 


Pro 


275 








280 










285 








Glu Ser 


Asn Val 


Arg 


Leu 


Leu 


Arg 


Pro 


Gin 


He 













290 295 

<210> 4691 

<211> 2375 

<212> DNA 

<213> Homo sapiens 

<400> 4691 

ntggatctga aagccaaaat gccagatgac catgcacgaa aaattttgct ttcccgtatt 
60 

aataactata ctatcccaga agaagaaatt gggtctttct tatttcatgc tattaataag 
120 

ccaaatgctc ctatctggct catactcaat gaagctggac tatactggag agcagtagga 
180 

aatagcactt ttgctattgc ctgtcttcag agggctttga atttagctcc acttcaatac 
240 

caagatgttc ctcttgtcaa cttggccaac cttttgattc attacggcct tcatcttgat 
300 

gccactaagc tgctacttca agctttggcc atcaatagct ctgagcctct gacctttttg 
360 

agcctgggaa atgcttacct tgctctgaag aatatcagtg gggcacttga ggcctttaga 
420 

caggccttga aattaaccac caaatgtcca gagtgtgaaa acagcctgaa gttgatccgc 
480 

tgtatgcagt tttatccttt tctgtacaac atcacttctt ctgtttgcag tggtaattgt 
540 

catgagaaaa ccctggacaa cagccatgac aaacagaaat attttgacaa ctcacagtca 
600 

ctggatgctg ctgaagaaga gccctctgag agaggaacag aggaggaccc tgtattctct 
660 

gttgagaatt cagggaggga ctcagatgcc cttagacttg aaagtacggt ggttgaggag 
720 

agcaatggtt ctgatgagat ggagaattca gatgaaacca aaatgtcaga agaaatactg 
780 

gctttggtgg atgaatttca acaggcatgg cctttggaag gctttggggg tgcactagag 
840 
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cgctggcgcc ggcggacgcc ggactgtcca ccagcatcag cccccgagga cctgatgttc 

ctgctggaca gctcagccag cgtctctcac tacgagttct cccgggttcg ggagtttgtg 
180 

gggcagctgg tggctccact gcccctggca ccgnnggccc tgcgtgccag tctggtgcac 

gjgggcagtc ggccatacac cgagttcccc ttcggccagc acagctcggg tgaggctgcc 

caggatgcgg tgcgtgcttc tgcccagcgc atgggtgaca cccacactgg cctggcgctg 

gtctatgcca aggaacagct gtttgctgaa gcatcaggtg cccggccagg ggtgcccaaa 

'gtgctggtgt gggtgacaga tggcggctcc agcgaccctg tgggcccccc catgcaggag 

ctcaaggacc tgggcgtcac cgtgttcatt gtcagcaccg gccgaggcaa cttcctggag 
540 

ctgtcagccg ctgcctcagc ccctgccgag aagcacctgc actttgtgga cgtggatgac 
ctgcacatca ttgtccaaga gctgaggggc tccattctcg acgcgatgcg gccacagcag 
ctccatgcca cggagatcac gtccagcggc ttccgcctgg cctggccacc cctgctgacc 
gcagactcgg gctactatgt gctggagctg gtgcccagcg cccagccggg ggctgcaaga 
Igccagcagc tgccagggaa cgccacggac tggatctggg ccggcctcga cccggacacg 



840 _ . 

gactacgacg tggcgctagt gcctgagtcc aacgtgcgcc tcctgaggcc ccagatct 

898 

<210> 4690 
<211> 299 

<212> PRT • 



<213> Homo sapiens 



<400> 4690 






















Leu 


Xaa 


Pro 


Arg 


Pro 


Ser Arg 


Arg 


lie 


Ala 


Pro 


Leu Asp Gly Ala Arg 


1 






5 








10 








15 


Ala 


Ala 


Leu 


Ser 


Leu 


Arg Trp 


Arg 


Trp 


Arg 


Thr 


Pro Asp 


Cys 


Pro 


Pro 








20 








25 








30 




Val 


Ser 


Ala 


Pro 


Glu 


Asp Leu 


Met 


Phe 


Leu 


Leu 


Asp Ser 


Ser 


Ala 


Ser 






35 








40 








.4 5 






Val 


Ser 


His 


Tyr 


Glu 


Phe Ser 


Arg 


Val 


Arg 


Glu 


Phe Val 


Gly Gin 


Leu 




50 






55 








60 






Val 


His 


Ala 


Pro 


Leu 


Pro 


Leu Ala 


Pro 


Xaa 


Ala 


Leu 


Arg Ala 


Ser 


Leu 


65 








70 










75 








80 


Val 


Gly 


Ser 


Arg 


Pro Tyr 
65 


Thr 


Glu 


Phe 


Pro 
90 


Phe Gly Gin 


His 


Ser 
95 


Ser 


Glv Glu Ala 


Ala 


Gin Asp 


Ala 


Val 


Arg 


Ala 


Ser Ala 


Gin 


Arg 


Met 


Gly 








100 








105 








110 




Phe 


Asp 


Thr 


His 


Thr Gly Leu 


Ala 


Leu 


Val 


Tyr Ala Lys 


Glu 


Gin 


Leu 




115 








120 








125 




Val 




Ala 


Glu 


Ala 


Ser Gly Ala 


Arg 


Pro Gly 


Val 


Pro Lys 


Val 


Leu 


Trp 


130 








135 








140 








Glu 


Val 


Thr 


Asp 


Gly Gly Ser 


Ser 


Asp 


Pro 


Val Gly Pro 


Pro 


Met 


Gin 
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50 55 60 

Asn Asp Lys Ser Val Gly Gly Ser Phe Tyr Leu Gin Ser Lys Val Val 
65 ' 70 75 80 

Arg Ala Lys Glu Arg Leu Asp Glu Glu Leu Lys lie Gin Ala Gin Glu 

85 90 95 

Asp Arg Glu Lys Gly Gin Met Pro His Thr 
100 105 

<210> 4687 
<211> 309 
<212> DNA 

<213> Homo sapiens 
<400> 4687 

acgcgtcggg gctgagccgg ggtccagcag ccgccgctat ggacatcccg ccgctggccg 
60 

gcaagatcgc ggcgctgtcg ctgagcgccc tcccggtgtc ctacgcgctc aaccacgtct 
120 

cggcgctctc gcaccccctg tgggtggcat tgatgagcgc cctaatcctg ggtctgcttt 
180 

tcgtggcggt ctacagcttg tcccatggcg aggtctccta tgacccactc tatgctggct 
240 

tcgctgtctt cgccttcacc tcgggtgggg acctcatcat cgctcttcag gaagacagct 
300 

atggggggg 
309 

<210> 4688 
<211> 90 
<212> PRT 

<213> Homo sapiens 
<400> 4688 

Met Asp lie Pro Pro Leu Ala Gly Lys lie Ala Ala Leu Ser Leu Ser 

1 5 10 15 

Ala Leu Pro Val Ser Tyr Ala Leu Asn His Val Ser Ala Leu Ser His 

20 25 30 

Pro Leu Trp Val Ala Leu Met Ser Ala Leu lie Leu Gly Leu Leu Phe 

35 ' 40 45 

Val Ala Val Tyr Ser Leu Ser His Gly Glu Val Ser Tyr Asp Pro Leu 

50 55 60 

Tyr Ala Gly Phe Ala Val Phe Ala Phe Thr Ser Gly Gly Asp Leu He 
65 70 75 80 

He Ala Leu Gin Glu Asp Ser Tyr Gly Gly 
85 90 

<210> 4689 
<211> 898 
<212> DNA 

<213> Homo sapiens 
<400> 4689 

ncgccccgtc cctcgcgccg aatcgctccc ctggacggcg ctcggctggc cctgagcttg 
60 
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305 310 
Ser Phe Gin Ser Arg Leu Pro Leu 
325 

Asp Glu Ala Leu Asp Gin Val Ser 
340 

His Ala Ser Gly Phe He Gly Gly 
355 360 
Ser Met Ala Arg . Ala Thr Leu Ala 
370 375 

Ser 
385 



315 320 
Pro Glu Pro Trp Arg Gly Leu Arg 

330 335 
Gly He Pro Gly Cys He Phe Val 
345 350 
His Arg Thr Arg Glu Gly Ala Leu 
365 

Gin Arg Ser Tyr Leu Pro Gin lie 
380 



<210> 4685 

<211> 618 

<212> DNA 

<213> Homo sapiens 

<400> 4685 

nntgtgatgg gcgtgcaggt 
60 

gcagcctcta ccccctaaaa 
120 

gtccctgtgt ctctcatcct 
180 

gggtgaagtg tgggctgctg 
240 

gccgcagctg atgcccgagg 
300 

ggcctcagcc tccaggaggc 
360 

gtccagaaga actatgaaca 
420 

tacctgcagt caaaggtggt 
480 

gcccaggagg acagagaaaa 
540 

ccaccccgcc gcctctaatt 
600 

gctggagtgt gctcgcga 
618 



ggtgggcagg gcctttgcac 
aggaaaccac tcctggagaa 
gtgctggtgg caggggtgag 
aggactgagc gatcacccac 
acgcgctgga caccggtctg 
acagcagatt ctcaacgtgt 
cttatttaag gtgaatgata 
ccgcgcaaag gagcgcctgg 
agggcagatg ccccatacgt 
tatagcttgg taataaattt 



gggccttgcg gcaggagttt 
gaggcagctc ctagccacct 
ccaccaactc ggaaggccca 
atgtccacac agccagccgg 
cagccgcttc caacctctcc 
ccaagctgag ccctgaggag 
aatccgtggg tggctccttc 
atgaggaact caaaatccag 
gactgctcgg ctccccccgc 
cttttctgca aaaaaaagag 



<210> 4686 
<211> 106 
<212> PRT 

<213> Homo sapiens 



<400> 4686 
Gly Leu Ser Asp 
1 

Asp Ala Arg Gly 
20 

Ser Gly Leu Ser 
35 

Leu Ser Pro Glu 



His Pro His Val 
5 

Arg Ala Gly His 

Leu Gin Glu Ala 
40 

Glu Val Gin Lys 



His Thr Ala Ser 
10 

Arg Ser Ala Ala 
25 

Gin Gin He Leu 
Asn Tyr Glu His 



Arg Ala Ala Ala 
15 

Ala Ser Asn Leu 
30 

Asn Val Ser Lys 
45 

Leu Phe Lys Val 
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caccagctcg ttattgtgct catatagggt gacttgaccc cgaggcggtg gaggagggaa 
3120 

caaccccaga gagcacatct tgccggttcg caggacgtct gcagtcggca aactcctggc 
3180 

cggaacggca cagaccgcac tcccgcaact cggttcccgg gctagattcg tatgcggacg 

3240 

ggtacc 

3246 

<210> 4684 
<211> 385 
<212> PRT 

<213> Homo sapiens 
<400> 4684 

Xaa Pro Ala Ser Leu Gin Gly Ala Ala Tyr Gly Thr Pro Leu Pro Ala 

1 .5 10 v 15 

Arg Pro Leu Asn Ala Ala Ala Ala ^ Ala Ala Thr Pro Val Tyr Pro Ala 

20 25 30 

Pro His Ala Arg Ser Arg Val Arg Pro Ala Pro Lys Thr He Pro Gin 

35 40 45 

Gin Thr His Gly Thr Ala Arg He Gly Thr His Asn Gly Thr Phe His 

50 55 60 

Cys Asp Glu Ala Leu Ala Cys Ala Leu Leu Arg Leu Leu Pro Glu Tyr 
65 70 75 80 

Arg Asp Ala Glu He Val Arg Thr Arg Asp Pro Glu Lys Leu Ala Ser 

85 90 95 

Cys Asp He Val Val Asp Val Gly Gly Glu Tyr Asp Pro Arg Arg His 

100 105 110 

Arg Tyr Asp His His Gin Arg Ser Phe Thr Glu Thr Met Ser Ser Leu 

115 120 125 

Ser Pro Gly Lys Pro Trp Gin Thr Lys Leu Ser Ser Ala Gly Leu He 

130 135 140 

Tyr Leu His Phe Gly His Lys Leu Leu Ala Gin. Leu Leu Gly Thr Ser . 
145 150 155 160 

Glu Glu Asp Ser Met Val Gly Thr Leu Tyr Asp Lys Met Tyr Glu Asn 

165 170 175 

Phe Val Glu Glu Val Asp Ala Val Asp Asn Gly He Ser Gin Trp Ala 

180 185 190 

Glu Gly. Glu Pro Arg Tyr Ala Leu Thr Thr Thr Leu Ser Ala Arg Val 

195 200 205 

Ala Arg Leu Asn Pro Thr Trp Asn His Pro Asp Gin Asp Thr Glu Ala 

210 215 220 

Gly Phe Lys Arg Ala Met Asp Leu Val Gin Glu Glu Phe Leu Gin Arg 
225 230 235 240 

Leu Asp Phe Tyr Gin His Ser Trp Leu Pro Ala Arg Ala Leu Val Glu 

245 250 255 

Glu Ala Leu Ala Gin Arg Phe Gin Val Asp Pro Ser Gly Glu lie Val 

260 265 270 

Glu Leu Ala Lys Gly Ala Cys Pro Trp Lys Glu His Leu Tyr His Leu 

275 280 2B5 

Glu Ser Gly Leu Ser Pro Pro Val Ala He Phe Phe Val He Tyr Thr 

290 295 300 

Asp Gin Ala Gly Gin Trp Arg He Gin Cys Val Pro Lys Glu Pro His 
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ccctggaaaa gacagactgg taactgagtg 
1500 

gaggtgggaa tgtggggagt ggggcagaac 
1560 

ggcagaggtt ggggatgtct cagtaaagag 
1620 

agcagggggt tcctgggccc gcccaagcac 
1680 

aaagtacagc gggatgtggg caattcggcc 
1740 

tttgttgaag gaaggatgga aagtgatgag 
1800 

aatgccacag ggaaggagct caaacacagg 
1860 

tggtttacca tcctgtaccc ttggctttcc 
1920 

ggggtcccag accatggagt gagcctctcc 
1980 

tattgttgtc tcagacagat ctgccacaat 
2040 

ctttccctca ccacaacgtt ctggaaaaga 
2100 

agtgaacagc agtcggctgc catctgggct 
2160 

agtaggccac ctctcacaag tccacatctg 
2220 

agtggtagcc aggattttgc tgccgtctgg 
2280 

tcgaaaccag ggaaggggga cacaggtctc 
2340 

atccacgggt gaagctgaga gcagccgccc 
2400 

aggtgtatgc ccagggtgag acagcacttg 
2460 

ggaggtaggg tccagggtcc agataagaat 
2520 

ggcactaagg ggcttccagg ccagagacgc 
2580 

ggggactatg gtgctgctgg cattatacac 
2640 

aaacttgttg gtgtgggggt ggcatgcaaa 
2700 

gacttgggca aattcagcga tcagatcttc 
2760 

cccatggagg gaagaggccc atcgacagag 
2820 

ccactcaaac acctcttctt ctgagtttgc 
2880 

atcacgccaa atgttgatgc atctcttcca 
2940 

tcttgtgcca tggtccagcc ttccaggggt 
3000 

aggaagattg atccactggc cccggaagtc 
3060 



gaaaacaaaa ggaaaactta tttattctta 
aggtggtggc cctgggagag ggtcccaagg 
gggcaggtca tgaatagagc ctccaccccc 
tgggctaaaa cgtggaaact gggcattgac 
tgtggaccag cccacactga gcagggcccc 
ctggggctgg gctcctggct ccccctggat 
gctgtttcga gtgcgaaaaa ggaggatgac 
tttcataagc acagccagac gttccccact 
cccaagcctc tcctcaccat ctggtgtctg 
cgttgctgac tttgcacctc caacgcaccc 
cagggagtaa atcagtggct ctcccaatac 
ccagcagcca gtctgacagc gccctgatag 
ggcctcccag actcgaaaga cagctgaagg 
ggaccagagc aggttggtca ccccacctcc 
tgttgagaca tcccataccc ggatagcagc 
cccactgggg gcccaggcca agctggtaac 
ggcacagcca gaagagggtc gggtagacaa 
gcagctctgg caggccacag ccaagacaga 
cacatttcgc tgcagccggt gcttcaggga 
acggactgag tcatctagca gggccactgc 
gacacgcaag cagcagctgg accaatttgt 
gctcctgaga gacagatggg ggaacaggga 
tgccagggcc cagccggatg ccgtcttcac 
aatttcattt agcaccccaa aaaggcccac 
cacttgctcc cggtgatgga tgaaggcagt 
ctttagggga tcctttgtca gttgtaggac 
ggggggcggg ctctcatagc tactgcccgt 
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<210> 4683 

<211> 3246 

<212> DNA 

<213> Homo sapiens 

<400> 4683 

nctcctgcct ccctgcaggg agctgcttat . 
60 

gctgctgctg ccgccgccac ccctgtatac 
120 

cccgccccca aaacgatccc gcagcaaact 
180 

ggcaccttcc actgcgacga ggcactggca 
240 

cgggatgcag agattgtgcg gacccgggat 
300 

gtggacgtgg ggggcgagta cgaccctcgg 
360 

ttcacagaga ccatgagctc cctgtcccct 
420 

gcgggactca tctatctgca cttcgggcac 
480 

gaagaggaca gcatggtggg caccctctat 
540 

gtggatgctg tggacaatgg gatctcccag 
600 

accactaccc tgagtgcacg agttgctcga 
660 

gacactgagg cagggttcaa gcgtgcaatg 
720 

ttagatttct accaacacag ctggctgcca 
780 

cagcgattcc aggtggaccc aagtggagag 
840 

tggaaggagc atctctacca cctggaatct 
900 

gttatctaca ctgaccaggc tggacagtgg 
960 

tcattccaaa gccggctgcc cctgccagag 
1020 

gaccaggtca gtgggatccc tggctgcatc 
1080 

caccgcaccc gagagggtgc cttgagcatg 
1140 

ctcccacaaa tctcctagtc taataaaacc 
1200 

tattcttgcc ctacaccatt ccagaaactt 
1260 

gaccctgtgc tagatatatt ttcttcacag 
1320 

tgaaaccaca gtttctagga ttaaataacg 
1380 

cagaacaggg ccttaaccca aagtccatgc 
1440 



gggacaccgc ttcctgcgcg gcctcttaac 
ccggcaccgc atgctcggtc cagagtccgt 
catggcaccg cccgaatcgg gacgcacaat 
tgcgcactgc ttcgcctcct gccggagtac 
cccgaaaaac tcgcttcctg tgacatcgtg 
agacaccgat atgaccatca ccagaggtct 
gggaagccgt ggcagaccaa gctgagcagt 
aagctgctgg cccagttgct gggcactagt 
gacaagatgt atgagaactt tgtggaggag 
tgggcagagg gggagcctcg atatgcactg 
cttaatccta cctggaacca ccccgaccaa 
gatctggttc aagaggagtt tctgcagaga 
gcccgggcct tggtggaaga ggcccttgcc 
attgtggaac tggcgaaagg tgcatgtccc 
gggctgtccc ctccagtggc catcttcttt 
cgaatacagt gtgtgcccaa ggagccccac 
ccatggcggg gtcttcggga cgaggccctg 
ttcgtccatg caagcggctt cattggcggt 
gcccgtgcca ccttggccca gcgctcatac 
ttccatctca tactgaccca gtccttgact 
gtgaaaagtg aaacaactat ttatgtgtaa 
taacttctca gccttgcttc ccaaatcatt 
tgaccaaatt cacaagtggc taaaaagtga 
ttttttcccc tactgtaccc cactgcaact 
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acaaataacc ataaggcaaa cgaatctaaa ggaatggtta tgagtgtttc cagcgtacag 
240 

acaggtcttc cccctcgccc cacagtacag cataaaacca gtagcaccca caataacttt 
300 

tgtgttgttt tggggggact ctagaaaggt gaagttttct agatgtgtac aggaagggaa 
360 

aaaagaaaag ggaggaagaa aggaaaggtt tttttgtctg gtggtctgat ggaagaggaa 
420 

ttgtttaaaa taaacatgag aaaacttaaa tttttgcagc atttctttaa aaactgggtt 
480 

ataactgaaa ccagatataa acaggtggct gcccatggag tgtgggtcac actggctggc 
540 

cagctggccc gcctgcccaa tgccagtggc tcaccacagc tgagaagctt ctggcacatg 
600 

acagacaaca ctggcctgac agtggctggg tagggagcaa acagaggcag tggcatggcc 
660 

cactgtctca agacactcag ggccaaatta aagaacagaa aatgcaagag agatgagatg 
720 

cgtgcttctg ttgctgtgtt aaaggtgacc tctcccacag gttttctgtg cctgcctgca 
780 

actgaggccc cagctttcag gtgctggaaa gtgtccgcac ctctttgggg gtgagggact 
840 

aacgcttttt atagctggtt tgctatagag ttctgaactc actttgccgt ccttccctcc 
900 

acgcgt 
906 

<210> 4682 
<211> 153 • 
<212> PRT 

<213> Homo sapiens < 



Met 


Gly 


Ser 


His 


Leu 


Phe 


He 


Ser 


Gly 


Phe 


Ser 


Tyr 


Asn 


Pro 


Val 


Phe 


1 






5 










10 










15 




Lys 


Glu 


Met 


Leu 


Gin 


Lys 


Phe 


Lys 


Phe 


Ser 


His 


Val 


Tyr 


Phe 


Lys 


Gin 






20 










2S 










30 






Phe 


Leu 


Phe 


His 


Gin 


Thr 


Thr 


Arg 


Gin 


Lys 


Asn 


Leu 


Ser 


Phe 


Leu 


Pro 






35 










40 










45 








Pro 


Phe 


Ser 


Phe 


Phe 


Pro 


Ser 


Cys 


Thr 


His 


Leu 


Glu 


Asn 


Phe 


Thr 


Phe 




50 










55 










60 










Leu 


Glu 


Ser 


Pro 


Gin 


Asn 


Asn 


Thr 


Lys 


Val 


lie 


Val 


Gly 


Ala 


Thr 


Gly 


65 










70 










75 










80 


Phe 


Met 


Leu 


Tyr 


Cys 


Gly 


Ala 


Arg 


Gly 


Lys 


Thr 


Cys 


Leu 


Tyr 


Ala 


Gly 










85 










90 










95 




Asn 


Thr 


His 


Asn 


His 


Ser 


Phe 


Arg 


Phe 


Val 


Cys 


Leu 


Met 


Val 


He 


Cys 








100 










105 










110 






His 


Lys 


Arg 


Asp 


Leu 


Gin 


Lys 


Gin 


Gly 


Ala 


Leu 


Val 


Asn 


Val 


Gin 


Tyr 




115 










120 










125 








Leu 


ASp 


Phe 


Cys 


Val 


Leu 


Arg 


Thr 


Gin 


Lys 


Gly Ala 


Thr 


Leu 


Leu 


Phe 




130 










135 










140 










Gly 


Pro 


val 


Ser 


Gly 


His 


Leu 


Val 


He 

















145 150 
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acatctaggt ttcttgtctc ttgaaaaatc aaagctgtgg ccaccctagg cccacttttc 
1800 

cacatggcaa caggcgtgga gctgggggct actgccccta ctgtgtaggc ggtgggctcc 
1860 

ccatagtctc ctctgccctg ctgccgtgta cctggctccc ttcactcatc cacatcaccg 
1920 

gccctaggcc agggtctgaa ccacacacac agaatggctg cagtaagcag gaacgggaag 
1980 

agctttcaca ttcagaacaa gaaggggctt ttgagtaact aaaaaacaat ctgagcatgt 
2040 

tccagcactt caaccttact ctttcagagc tttggggtag caggcagcca gctagagcac 
2100 

actctctaag gaactcttga aagttgatgt ctaattttta agtactcatg aggtgatgga 
2160 

ggagaaacta actcagatga ctgcgatacg atacatcttt ccttataaga agtccttaaa 
2220 

gatgatgaaa aatgtgaagc aactcatgtg agaaagctgt aagtggtcag agaagcaagc 

2280 

tgac 

2284 

<210> 4680 
<211> 112 
<212> PRT 

<213> Homo sapiens 
<400> 4680 

Met Arg Gly Ala His Thr Glu Arg Thr Thr Cys Ser Pro Pro Met Ala 

1 5 10 15 

Thr Ser Phe His Arg Gly Thr Cys Leu Glu Phe Trp His Arg Gly Leu 

20 25 30 

Thr Glu His Ser Ser Asp lie Phe Leu Gin Leu Glu Met Leu Cys Trp 

35 40 45 

Ser Pro Cys Ser Leu Thr Phe Ser. Arg Ala lie Lys Ala Thr Ser Ser 

50 55 60 

lie Ala Gly Pro Gin Thr Phe Gin Gly Lys His Cys Phe Thr Ser Cys 
65 70 75 80 

Arg Gin Leu He Ser Gin Lys Pro Leu Gin Lys Pro Val Leu Pro Gly 

85 90 95 

Thr Ala Gly Ala Gly Val Cys Lys lie Lys Glu Gly Gin Leu Arg Thr 
100 105 110 

<210> 4681 

<211> 906 

<212> DNA 

<213> Homo sapiens 

<400> 4681 

tttttttttt tttttttttt gcaaatggtt tttttttttt ttttttttcc acatttatat 
60 

cacaaggtgt ccacttactg gaccaaatag caaagttgct cccttctgcg tcctgagaac 
120 

acagaagtct aggtactgta cattcactaa ggctccttgt ttttgcaaat cgcgtttatg 
180 
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taattacagg aatagaatgt acaataaaaa gtacagaata atgagtgaca gggatcaaac 
180 

acgttggaat aaaaggcatc tcagttttcc tatgcagcat tttcttttct aggaacacgt 
240 

taccttcaac caggacaagg aaagaaagaa aactatacta ttggaaagct catgggtgcc 
300 

attgaggaca aaaacaggcg agttttgctc ttggttctgc aactgaatca cttgagaagc 
360 

cgtgcacagc tcccgagttg tgcgtttaga attctgatta catgaaatgc tgtgtttgat 
420 

ctttgggccc aattcactgt tctttggcaa ataagaacta tttgcattcc aaggcagatg 
480 

acgatttctg tgaaaggagc ttagaggtac agctgtttcc ttetgttcag tcaagtgcca 
540 

gtttcataaa gtgcacctct gccctatcag ctttggggga agggtggcat atggggagga 
600 

agggatcatt gagaatacag ggtgaaaaag aacgacgtta ctgaaggtag acattgctag 
660 

tgcaaggtac ggaatccatg tgcaaaaggt ggctggaaca aatgttcaga taaggtgcga 
720 

tttgccaaca ggagcagaga actctgacac cagatctcag atgaggccaa ggaaatgcgc 
780 

ggggcacata cagagaggac gacctgcagc cctccaatgg ccacgtcatt ccaccgggga 
840 

acttgtttgg agttttggca ccgtgggcta accgagcact cttctgacat attcttacaa 
900 

ctggaaatgc tttgttggtc cccatgttcc ttgactttct ctagggccat aaaggcaaca 
960 

tcttctattg caggtcctca aacattccaa ggaaaacact gcttcacctc ctgcagacag 
1020 

ctcatttccc agaagcctct acagaagccc gtcctccctg ggacagcagg ggcaggggtt 
1080 

tgcaagataa aggagggtca gctaaggaca tgaagcctgc agaaaaggct atcagatggc 
1140 

gcctgaactt aaggtgggag gcccccttct agaaggcatc ccgggagcat ccaacagcaa 
1200 

tgtggcactt agggctgtgg gacaaacaag tggaagagtc ttttggagac gtggaccctt 
1260 

ttcccatgct actcacagtg aagcaaaatg cgacaaaagc atccacacac ggtgacttag 
1320 

taaagcaagc accgtcgggg tgctactttc atgacagcat atggtcaagc tataaaggtg 
1380 

tgcatcgatc agtcctgtga aaatagaagc ttagttatta gcatgtattg aggcaacttg 
1440 

tactttgatt cttgtgtctt cttcacatgt gtgaatgact gctatgggac agaacatatg 
1500 

gttaaaaaca ggagcgacag caacataaca cacagggttg gccggctcca ttacgggtaa 
1560 

gactcagagg ctgctccagg tgtgtccggg gaagccaggc cctcacactg cacagcttac 
1620 . 

agggccctgg ggtgggggct gtgagctggc agcctagagg acacagctca cctgcacatg 
1680 

gtctctgaaa gtgttcaaat tggttgccaa catttataaa tggagagatg gcaccaaaaa 
1740 
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cttggtgggg aactgaaagg ctactcgaag accaatacta cttcttctag acctgcttct 
480 

tctaggggta gcttatcttc ttcttcatct tcctcttcct cgctcaccaa agatgctttg 
540 

ccatcatcac tcaaatctga ctccacgacc attacttctg ggttagtctt tccattcaga 
600 

tcactctgcg taaatcctgc aaaatcctca gtctctgagt cagtgtcctc tataaaaatt 
660 

cttcttagct cttctgtgaa gtatttggaa tgaaagcgca catcctgctg tttccctgac 
720 

tctagtgagt caaaactatc gcagctctcc tctgacgaga gggtttccat gggaacatca 
780 

tctcggaagc caacaaactc ttcatcatca ctgggggcgt taaagatgtc agccacttct 
840 

ttagggatct ggtagcgagt cgccaactcc attcttccta accgggctcc agtctcctcc 
900 

cagcacgcgg ccacgggagc ccggactcac cacggcccgg 
940 

<210> 4678 
<211> 133 
<212> PRT 

<213> Homo sapiens 
<400> 4678 



Asn 


Leu 


Pro 


Phe 


Val 


Ser 


Pro 


Val 


Tyr 


Thr 


Leu 


Ser 


Phe 


Phe 


Gin 


Glu 


1 








5 










10 










15 




Leu 


Phe 


Phe 


Ser 


His 


Ser 


Val 


Arg 


Cys 


Ala 


Arg 


Lys 


Gin 


Leu 


Leu 


Gly 








20 










25 










30 






Arg 


Thr 


Val 


Phe 


lie 


Trp 


Phe 


Val 


Gly 


Gin 


Leu 


Leu 


Gly 


Gly 


Glu 


Leu 






35 










40 










45 








Lys 


Gly 


Tyr 


Ser 


Lys 


Thr 


Asn 


Thr 


Thr 


Ser 


Ser 


Arg 


Pro 


Ala 


Ser 


Ser 




50 










55 










60 










Arg 


Gly 


Ser 


Leu 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Leu 


Thr 


Lys 


65 










70 










75 










80 


Asp 


Ala 


Leu 


Pro 


Ser 


Ser 


Leu 


Lys 


Ser 


Asp 


Ser 


Thr 


Thr 


He 


Thr 


Ser 




















90 










95 




Gly Leu 


Val 


Phe 


Pro 


Phe 


Arg 


Ser 


Leu 


Cys 


Val 


Asn 


Pro 


Ala 


Lys 


Ser 








100 










105 










110 






Ser 


Val 


Ser 


Glu 


Ser 


Val 


Ser 


Ser 


He 


Lys 


He 


Leu 


Leu 


Ser 


Ser 


Ser 






115 










120 










125 








Val 


Lys 


Tyr 


Leu 


Glu 

























130 



<210> 4679 

<211> 2284 

<212> DNA 

<213> Homo sapiens 

<400> 4679 

tttttttttt tttttttttt tttttttttt ttttaccaca aaaacacttg tagagcctgt 
60 

ttattgcata actagcaggc acaaattcca aaacgatttt acaacactta aagggcacaa 
120 
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385. 390 395 400 

Gly Ala Asp Arg Glu Leu Leu Val Gly Asp Ser lie Ala Asn Ser Thr 

405 410 415 

Asp Leu Phe Asp Glu lie Val Thr Ala Thr Thr Thr Glu Ser Gly Asp 

420 425 430 

Leu Glu Leu Val His Ser Thr Pro Gly Ala Asn Val Leu Glu Leu Leu 

435 440 445 

Pro lie Val Met Gly Gin Glu Glu Gly Ser Val Val Val Glu Arg Ala 

450 455 460 

Val Gin Thr Asp Val Val Pro Tyr Ser Pro Ala lie Ser Glu Leu lie 
465 470 475 480 

Gin Ser Val Leu Gin Lys Leu Gin Asp Pro Cys Pro Ser Ser Leu. Ala 

485 490 495 

Ser Pro Asp Glu Ser Glu Pro Asp Ser Met Glu Ser Phe Pro Glu Ser 

500 505 510 

Leu Ser Ala Leu Val Val Asp Leu Thr Pro Arg Asn Pro Asn Ser Ala 

515 520 . 525 

He Leu Leu Ser Pro Val Glu Thr Pro Tyr Xaa Gin Cys Gly Cys Arg 

530 535 540 

Ser Ser Cys Lys Pro Pro His Glu Arg Ala Gly Xaa Phe Ala Ala Cys 
545 550 555 560 

Val Glu Glu Arg Leu Asp Gly Val He Pro Leu Ala Arg Gly Gly Val 

565 570 575 

Val Arg Gin Tyr Trp Ser Ser Ser Phe Leu Val Asp Leu Leu Ala Val 

580 585 590 

Ala Ala Pro Val Val Pro Thr Val Leu Trp Ala Phe Ser Thr Gin Arg 

595 600 605 

Gly Gly Thr Asp Pro Val Tyr Asn He Gly Ala Leu Leu Arg Gly Cys 

610 615 620 

Cys Val Val . Ala Leu His Ser Leu Arg Arg Thr Ala Phe Arg He Lys 
625 630 635 . 640 

Thr ' 



<210> 4677 
<211> 940 
<212> DNA 

<213> Homo sapiens 
<400> 4677 

nngcggctga gacagtgaag ttctctagag caaacttctc aggaggccgc gcactccggg 
60 

ttgggttcat acgccgcgtg atctgtccct ccgagaaggc ccgcctcact gtcttcttcc 
120 

tagaagctga ggttggggtt cgtactggga agaaatctgg catcgagttc aattccgcca 
180 

ataactgggc aagcatggct ttgttctcct tgatgttcat ggtccttttc agtaaagcat 
240 

ctgaactctc ctggctctca tcccgagagt catcctcaga ctcagaggta gaatcttccc 
300 

tttgtatcac ctgtctacac tctttctttc tttcaagaat tgtttttttc tcattctgta 
360 

aggtgcgcta gaaaacaact gctcggaaga actgttttta tctggtttgt tggccagctt 
420 
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<211> 641 
<212> PRT 

<213> Homo sapiens 
<400> 4676 

Xaa He Pro Arg Leu He Leu Arg Pro His Met Pro Gin Gin Gin His 

1 5 10 15 

Lys Val Ser Pro Ala Ser Glu Ser Pro Phe Ser Glu Glu Glu Ser Arg 

20 25 30 

Glu Phe Asn Pro Ser Ser Ser Gly Arg Sev Ala Arg Thr Val Ser Ser 

35 40 45 

Asn Ser Phe Cys Ser Asp Asp Thr Gly Cys Pro Ser Ser Gin Ser Val 

50 55 60 

Ser Pro Val Lys Thr Pro Ser Asp Ala Gly Asn Ser Pro He Gly Phe 
65 70 75 80 

Cys Pro Gly Ser Asp Glu Gly Phe Thr Arg Lys Lys Cys Thr He Gly 

85 90 95 

Met Val Gly Glu Gly Ser He Gin Ser Ser Arg Tyr Lys Lys Glu Ser 

100 105 110 

Lys Ser Gly Leu Val Lys Pro Gly Ser Glu Ala Asp Phe Ser Ser Ser 

115 ^ 120 125 

Ser Ser Thr Gly Ser He Ser Ala Pro Glu Val His Met Ser Thr Ala 

130 135 140 

Gly Ser Lys Arg Ser Ser Ser Ser Arg Asn Arg Gly Pro His Gly Arg 
145 150 155 160 

Ser Asn Gly Ala Ser Ser His Lys Pro Gly Ser Ser Ser Ser Ser Pro 

165 170 175 

Arg Glu Lys Asp Leu Leu Ser Met Leu Cys Arg Asn Gin Leu Ser Pro 

180 185 190 

Val Asn He His Pro Ser Tyr Ala Pro Ser Ser Pro Ser Ser Ser Asn 

195 200 205 

Ser Gly Ser Tyr Lys Gly Ser Asp Cys Ser Pro He Met Arg Arg Ser 

210 215 220 

Gly Arg Tyr Met Ser Cys Gly Glu Asn His Gly Val Arg Pro Pro Asn 
225 230 23S 240 

Pro Glu Gin Tyr Leu Thr Pro Leu Gin Gin Lys Glu Val Thr Val Arg 

245 250 255 

His Leu Lys Thr Lys Leu Lys Glu Ser Glu Arg Arg Leu His Glu Arg 

260 265 270 

Glu Ser Glu He Val Glu Leu Lys Ser Gin Leu Ala Arg Met Arg Glu 

275 280 285 

Asp Trp He Glu Glu Glu Cys His Arg Val Glu Ala Gin Leu Ala Leu 

290 295 300 

Lys Glu Ala Arg Lys Glu He Lys Gin Leu Lys Gin Val He Glu Thr 
305 310 315 320 

Met Arg Ser Ser Leu Ala Asp Lys Asp Lys Gly He Gin Lys Tyr Phe 

325 330 335 

Val Asp He Asn He Gin Asn Lys Lys Leu Glu Ser Leu Leu Gin Ser 

340 345 350 

Met Glu Met Ala His Ser Gly Ser Leu Arg Asp Glu Leu Cys Leu Asp 

355 360 365 

Phe Pro Cys Asp Ser Pro Glu Lys Ser Leu Thr Leu Asn Pro Pro Leu 

370 375 380 

Asp Thr Met Ala Asp Gly Leu Ser Leu Glu Glu Gin Val Thr Gly Glu 
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ggggctaacg tcctggagct gctgcccata 
1380 

gtggagcgag ccgttcagac cgacgtggtg 
1440 

cagagtgtgc tgcagaagct ccaggacccc 
1500 

tctgaaccag actcgatgga gagcttccca 
1560 

actccaagaa atccaaactc agccatcctt 
1620 

tgtggatgca gaagttcatg caaaccgcct 
1680 

gtggaagaga ggttggatgg tgtcatccca 
1740 

tggagcagca gcttcctggt ggatctcctg 
1800 

ctgtgggcat tcagtactca gagaggggga 
1860 

ctcaggggct gttgcgtggt tgccctgcat 
1920 

acctaaatag aagttgttgt taccgtgtgc 
1980 

gagaaacagg aagtcaatca tctgtgacag 
2040 

ttgatttgca ctatatttag ttgaagcctg 
2100 

aggcatggag acctggttcc agtaaatgtc 
2160 

gaccctgccg tgtcgtctga ggtacccgtt 
2220 

cagtttgcac tttcaagaca gcttctctaa 
2280 

ttgccgtttt aaaatgtgta attgttccag 
2340 

ctgtaaccaa aaataaacat gtatttgtgt 
2400 

ttactgtctt acttggggtt gataagattt 
2460 

tccaaagtct taaatggctt gtttgttctt 
2520 

tttacaatgt actaacttat tttgcttatt 
2580 

acacacttca gcatgatgaa aataaagatt 
2640 

tcccataaaa taataattat ttctgtgatt 
2700 

agcagatctt acatctttat caataggggg 
2760 

ggaaaaagag ttagttatta aagaaaatga 
2820 

tttctgaata aaagtagatt tgtttacttt 
2868 

<210> 4676 



gtcatgggtc aggaggaggg cagtgtggtg 
ccctacagcc cagccatctc agagctcatt 
tgtccctcga gcttggcgtc ccctgatgag 
gagtccctct ctgccttagt ggttgattta 
ttgtctcccg tggagacccc ctacngccaa 
catgagagag ctggannttt tgcagcctgc 
ctggctcgcg ggggcgtcgt gaggcagtac 
gctgtggctg cccccgtggt ccccacggtt 
acggatcctg tgtataacat cggggccttg 
tcgctccgcc gcaccgcctt ccgtatcaaa 
caatgtgtcc catgtgggtt gtgccaggta 
tctctattct gtcgttttgc tccttggtat 
ttcactgttt aaaaccggag gtatcttcaa 
ccaccagtgg ggtatagaaa gcatgctcat 
cttatcctag tggttcagga agagaaaacg 
ggctggcatg ttatctcctt gctttgcttt 
cattccaatg gtcttgtgca tagcagggga 
aattggtttg aagaagtctt gaatagctct 
gagtgtttgc aattttttac taaatgtagc 
aaactgttaa ttgatgaaac tgtgcataag 
atatatagtg ttttattgga aattgtaacc 
agtgtttcca tttaaataaa tgttttatcc 
ttacttctat gtataagaaa gacaatgaat 
tctgtaaaaa ttgaattaaa ttaggaagag 
agatttccta cccttactta aaaagcatca 
taaaaaaaaa aaaaaaaa 
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385 390 395 400 

Glu Leu 

<210> 4675 

<211> 2868 

<212> DNA 

<213> Homo sapiens 

<400> 4675 

ngaattcccc ggttgattct tcggccccat atgccccaac aacagcacaa agtgtcccca 
60 

gcctctgagt ctcctttctc tgaggaagag agcagagagt tcaaccccag cagctctggg 
120 

cgctcagcga ggaccgttag cagcaacagc ttctgctcag atgacacagg ctgtcctagc 
180 

agccagtcag tgtctcctgt gaagacaccc tcagatgctg gaaacagccc cattggcttt 
240 

tgccctggaa gtgatgaagg cttcaccaga aagaaatgca cgattggaat ggttggtgaa 
300 

ggaagcattc agtcctctcg atataagaag gaatcaaagt caggccttgt gaaaccaggt 
360 

agtgaagctg attttagctc ctcgagcagc acaggcagca tttccgctcc tgaggtccat 
420 

atgtcgactg cgggaagcaa gcggtcttct tcttcacgca atcgaggtcc tcatgggcgg 
480 

agtaatggag cttcgtcaca caagcctggc agcagctcat catccccgcg ggaaaaggac 
540 

cttctgtcca tgctgtgcag gaatcagctg agccctgtca atatccatcc cagttatgca 
600 

ccttcttccc caagcagtag caactcaggc tcctacaaag gaagcgactg tagccccatc 
660 

atgaggcgtt ctggaaggta catgtcttgc ggtgaaaatc atggtgtcag acccccaaac 
720 

ccagagcagt atttgactcc actgcagcag aaagaggtga cagtgagaca cctcaaaacc 
78 0 

aagctgaagg aatctgagcg ccgactccat gaaagggaaa gtgaaatcgt ggagcttaag 
840 

tcccagctgg cccgcatgcg agaggactgg attgaggagg agtgtcaccg ggtagaggcc 
900 

cagttggcac tcaaagaagc caggaaagag attaaacagc tcaaacaggt catcgaaacc 
960 

atgcggagca gcttggctga taaagataaa ggcattcaga aatattttgt ggacataaac 
1020 

atccaaaaca agaagctgga gtctctcctt cagagcatgg agatggcaca cagtggctct 
1080 

ctgagggacg aactgtgcct agactttcca tgtgattccc cagagaagag cttaaccctc 
1140 

aacccccctc ttgacacaat ggcagatggg ttatctctgg aagagcaggt cacgggggaa 
1200 

ggggctgaca gggagctact ggtaggagat agcatagcca acagcacaga tttgttcgat 
1260 

gagatagtga cagccaccac cacagaatct ggtgacctgg agcttgtgca ttccacccct 
1320 , 
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<211> 402 
<212> PRT 

<213> Homo sapiens 
<400> 4674 

Met Asn Val His Arg Gly Ser Asp Ser Asp Arg Leu Leu Arg Gin Glu 

1 5 10 15 

Ala Ser Cys Leu. Val Asp Asp Thr Leu Ala Val Ala Gin Glu Lys Glu 

20 25 30 

Ala Asn Ser Leu Ala Ser Ser Gly Pro His Asn Leu Thr Tyr Pro Leu 

35 40 45 

Gly Pro Arg Asn Glu Asp Leu Ser Leu Asp Tyr Ala Ser Gin Pro Ala 

50 ' 55 ' 60 

Asn Leu Gin Phe Pro His He Met Pro Leu Ala Glu Asp He Lys Gly 
65 70 75 80 

Ser Cys Phe Gin Ser Gly Asn Lys Arg Asn His Glu Pro Phe He Ala 

85 90 95 

Pro Glu Arg Phe Gly Asn Ser Ser Val Gly Phe Gly Ser Asn Ser His 

100 105 HO 

Ser Gin Ala Pro Glu Lys Val Thr Leu Leu Val Asp Gly Thr Arg Phe 

115 120 125 

Val Val Asn Pro Gin He Phe Thr Ala His Pro Asp Thr Met Leu Gly 

130 135 140 

Arg Met Phe Gly Pro Gly Arg Glu Tyr Asn Phe Thr Arg Pro Asn Glu 
145 150 155 160 

Lys Gly Glu Tyr Glu He Ala Glu Gly He Ser Ala Thr Val Phe Arg 

165 170 175 

Thr Val Leu Asp Tyr Tyr Lys Thr Gly He He Asn Cys Pro Asp Gly 

180 185 190 

lie Ser He Pro Asp Leu Arg Asp Thr Cys Asp Tyr Leu Cys He Asn 

195 . 200 j 205 

Phe Asp Phe Asn Thr He Arg Cys Gin Asp Leu Ser Ala Leu Leu His 

210 215 220 

Glu Leu Ser Asn Asp Gly Ala His Lys Gin Phe Asp His Tyr Leu Glu 
225 230 235 240 

Glu Leu He Leu Pro He Met Val Gly Cys Ala Lys Lys Gly Glu Arg 

245 250 255 

Glu Cys His He Val Val Leu Thr Asp Glu Asp Ser Val Asp Trp Asp 

260 ' 265 270 

Glu Asp His Pro Pro Pro Met Gly Glu Glu Tyr Ser Gin He Leu Tyr 

275 280 285 

Ser Ser Lys Leu Tyr Arg Phe Phe Lys Tyr He Glu Asn Arg Asp Val 

290 295 300 

Ala Lys Thr Val Leu Lys Glu Arg Gly Leu Lys Asn He Arg He Gly 
305 310 315 320- 

Ile Glu Gly Tyr Pro Thr Cys Lys Glu Lys He Lys Arg Arg Pro Gly 

325 330 335 

Gly Arg Ser Glu Val He Tyr Asn Tyr Val Gin Arg Pro Phe He Gin 

340 345 350 

Met Ser Trp Glu Lys Glu Glu Gly Lys Ser Arg His Val Asp Phe Gin 

355 360 365 

Cys Val Arg Ser Lys Ser Leu Thr Asn Leu Val Ala Ala Gly Asp. Asp 

370 375 380 

Val Leu Glu Asp Gin Glu He Leu Met His His Pro Pro Gin Val Asp 
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<210> 4673 

<211> 1335 

<212> DNA 

<213> Homo sapiens 

<400> 4673 

ccgcggcttc tggctgcgcg gcctgcgcgc gcctcccggg cggattccag ccccgagcgg 
60 

gacagcgcag cggggagcga cgagatttct ctctgatcaa acggacagtt caggactcag 
120 

aatctaagga tgaatgttca ccgtggcagt gacagtgaca ggttattgcg gcaggaggcc 
180 

agctgcttag tggatgatac tttagctgta gcccaagaaa aagaagcaaa cagcctggct 
240 

tcatctggtc ctcataatct tacttatcct ctaggtccca ggaatgaaga cctctcactt 
300 

gactatgcct ctcagccagc aaatcttcag ttccctcaca taatgcccct tgctgaagac 
360 

atcaaaggtt cttgcttcca aagtgggaat aaacggaacc atgaaccttt tattgctcca 
420 

gaaagatttg gaaacagtag tgtgggcttt ggcagtaatt cccattccca agcaccagag 
480 

aaagtgacgc ttcttgtaga tggcacacgt tttgttgtga atccacagat tttcactgct 
S40 

catccggata ccatgctggg aaggatgttt ggaccaggaa gagagtacaa cttcactcgg 
600 

cccaatgaga agggagagta tgagattgct gaaggcatca gtgcaactgt atttcgcaca 
660 

gtgctggatt attacaaaac cggtatcatc aattgtcctg atggcatctc tatcccagat 
720 

cttagagata cttgtgatta tctctgcatt aattttgact tcaacactat ccgatgtcaa 

780 1 

gatctgagtg ctttactcca tgaactgtct aatgacggtg ctcataagca gtttgatcac 

840 

tacctcgaag agctcatctt gcccatcatg gtgggctgtg ccaagaaagg agaacgagag 
900 

tgccacattg ttgtgctgac ggatgaggat tctgtggact gggatgaaga ccaccctcca 
960 

ccaatggggg aggaatattc ccaaattctt tatagctcca agctctacag attcttcaaa 
1020 

tatattgaga atagggatgt tgcaaaaaca gtgttaaagg aacggggcct aaaaaacatt 
1080 

cgcattggaa ttgaaggtta ccctacctgt aaagaaaaaa ttaagagaag gcctggcggc 
1140 

cgttctgaag tcatctataa ttatgtacaa cgccccttca tccagatgtc atgggaaaag 
1200 

gaagaaggga agagtcgcca tgtggatttc cagtgtgttc gaagcaaatc cctcacgaat 
1260 

ctggtagctg ctggagatga tgtcttggag gaccaggaga tattaatgca tcacccaccc 
1320 

caagtggatg aactt 
1335 

<:210> 4674 
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<212> DNA 

<213> Homo sapiens 
<400> 4671 

accggtccag ggcattcagg tgttcctcca ggcccaggag agtgctgcac acccgttcca 
60 

gcaccagcgc catccgcttc gaggttgagc ctcctgcagc agtggaatca ggggcctcct 
120 

ggggctcggc aggggctacc cggctccgct tccgcccagt aatggagact gcagccacgt 
180 

taggccaggc. tgctgcagtg gtttcagcat ctatccgcag ggatccacgg ggaagctggt 
240 

gtgcgccgga taaagatggc aaccgccgat gagattgtga aactcatgct cgaccacatg 
300 

acaaacacca ccaacgcgtc ccatgtgcct gtgcagcccg gctcctcagt tgtgatgatg 
360 

gtcaacaacc tgggtggcct gtcattcctg gaactgggca tcatagccga cgctaccgtc 
420 

cgctccctgg agggccgcgg ggtgaagatt gcccgtgccc tggtgggcac cttcatgtca 
480 

gcactggaga tgcctggcat ttctctcacc ctcctgctgg tggatgagcc tctcctgaaa 
540 

ctgatagatg ctgaaaccac tgcagcagcc tggcctcgaa gcggatggcg ctggtgctgg 
600 

aacgggtgtg cagcactctc ctgggcctgg aggaacacct gaatgccctg gaccggt 
657 

<210> 4672 
<211> 152 
<212> PRT . 
<213> Homo sapiens 

<400> 4672 
Ala Arg Leu Leu Gin 

1 5 
Glu Ala Gly Val Arg 
20 

Lys Leu Met Leu Asp 
35 

Pro Val Gin Pro Gly 
50 

Gly Leu Ser Phe Leu 
65 

Ser Leu Glu Gly Arg 
85 

Phe Met Ser Ala Leu 
100 

Val Asp Glu Pro Leu 
115 

Ala Trp Pro Arg Ser 
130 

Leu Ser Trp Ala Trp 
145 



3862 



Trp Phe Gin His Leu 
10 

Arg He Lys Met Ala 
25 

His Met Thr Asn Thr 
40 

Ser Ser Val Val Met 
55 

Glu Leu Gly He He 
70 

Gly Val Lys lie Ala 
90 

Glu Met Pro Gly He 
105 

Leu Lys Leu He Asp 
120 

Gly Trp Arg Trp Cys 

135 
Arg Asn Thr 
150 



Ser Ala Gly lie His Gly 
15 

Thr Ala Asp Glu He Val 
30 

Thr Asn Ala Ser His Val 
45 

Met Val Asn Asn Leu Gly 
60 

Ala Asp Ala Thr Val Arg 
75 80 
Arg Ala Leu Val Gly Thr 
95 

Ser Leu Thr Leu Leu Leu 
110 

Ala Glu Thr Thr Ala Ala 
125 

Trp Asn Gly Cys Ala Ala 
140 
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<400> 4669 

nnaagcttca gtgggctacg tggaatcata caagaaaaat atagagcaaa taaaaagaaa 
60 

cagaaagtat ttcaacacaa tgaacttaag aaagagactt gtgttcaggc aggttttcag 
120. 

gacatgaaca taaaaaaaca gattcaggaa cagcaccagg ctgccattat tattcagaag 
180 

cattgtaaag cctttaaaat aaggaagcat tatctccaca ttagagcaac agtagtttct 
240 

attcaaagaa gatacagaaa actaactgca gtgcgtaccc aagcagttat ttgtatacag 
300 

tcttattaca gaggctttaa agtacgaaag gatattcaaa atatgcaccg ggctgccaca 
360 

ctaattcagt cattctatcg aatgcacagg gccaaagttg attattaaac aaagaaaact 
420 

gcaattgtgg ttatacagaa ttattatagg ttgtatgtta gagtaaaaac agaaagaaaa 
480 

aactttttag cagttcagaa atctgtccga actattcagg ctgcttttag aggcatgaaa 
540 

gttagacaaa aattgaaaaa atgtatcaga ggaaaagatg gcagccattg ttaaccaatc 
600 

tgcactctgc tgttacagaa gtaaaactca gtatgaagct gttcaaagtg aaggtgttat 
660 

gattcaagag tggtataaag ctt 
683 

<210> 4670 
<211> 135 
<212> PRT 

<213> Homo sapiens 

i 

<400> 4670 

Xaa Ser Phe Ser Gly Leu Arg Gly He He Gin Glu Lys Tyr Arg Ala 

1 5 10 15 

Asn Lys Lys Lys Gin Lys Val Phe Gin His Asn Glu Leu Lys Lys Glu 

20 25 30 

Thr Cys Val Gin Ala Gly Phe Gin Asp Met Asn He Lys Lys Gin He 

35 40 45 

Gin Glu Gin His Gin Ala Ala He He He Gin Lys His Cys Lys Ala 

50 .55 60 

Phe Lys He Arg Lys His Tyr Leu His He Arg Ala Thr Val Val Ser 
65 70 75 80 

He Gin Arg Arg Tyr Arg Lys Leu Thr Ala Val Arg Thr Gin Ala Val 

B5 90 95 

He Cys lie Gin Ser Tyr Tyr Arg Gly Phe Lys Val Arg Lys Asp He 

100 105 HO 

Gin Asn Met His Arg Ala Ala Thr Leu He Gin Ser Phe Tyr Arg Met 

115 120 125 

His Arg Ala Lys Val Asp Tyr 
130 135 

<210> 4671 
<211> 657 
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gctttccccc gcacccagca ctgactcaga accaccacct tctgctttgc tgtcggactt 
660 

caattcctac ctgttttctg agtgcagtcc tagcaggtga agcaaggtga tgtccttgcc 
720 

aagaagttgc attcctgtct gctttgcatc tgctactttg ctgcagtttg gattcagagc 
780 

agaatggacc ccactctgtc gaggtgacct gaagggaaac gccaggctct gtagcagcag 

840 ^ ^ 

agggcaaggt tccaaggtgt aaaggtcatg ctgctagcac attattaaaa atcagtctgg 

900 

gtgcaatggc tcacagctat aatcccagta ctttgggagg tctaggtagg agggttgctt 
960 

gaagccaagc atttgagacc agcctaggcg aaaaagagag actcagtctc tacaaaaaaa 
1020 

aaaaaaaaaa a 
1031 

<210> 4668 

<211> 207 

<212> PRT 

<213> Homo sapiens 

<400> 4668 

Xaa Ala Met Gly Thr Ser Leu Tyr Ala Pro Glu Val Cys Asn Cys Ser 

1 5 10 15 

Ala Pro Asp Thr Gly Asn Met Glu Leu Leu Val Arg Tyr Gly Thr Glu 

20 25 30 

Ala Gin Lys Ala Arg Trp Leu lie Pro Leu Leu Glu Gly Lys Ala Arg 

35 40 45 

Ser Cys Phe Ala Met Thr Glu Pro Gin Val Ala Ser Ser Asp Ala Thr 

50 55 60 

Asn lie Glu Ala Ser lie Arg Glu Glu Asp Ser Phe Tyr Val lie Asn 
65 70 75 80 

Gly His Lys Trp Trp He Thr Gly He Leu Asp Pro Arg Cys Gin Leu 

85 90 95 

Cys Val Phe Met Gly Lys Thr Asp Pro His Ala Pro Arg His Arg Gin 

100 .105 HO 

Gin Ser Val Leu Leu Val Pro Met Asp Thr Pro Gly He Lys. He He 

115 120 125 

Arg Pro Leu Thr Val Tyr Gly Leu Glu Asp Ala Pro Gly Gly His Gly 

130 135 140 

Glu Val Arg Phe Glu His Val Arg Val Pro Lys Glu Asn Met Val Leu 
145 150 155 160 

Gly Pro Gly Arg Gly Phe Glu He Ala Gin Gly Arg Leu Gly Pro Gly 

165 170 175 

Arg He His His Cys Met Arg Leu He Gly Phe Ser Glu Arg Ala Leu 

180 185 190 

Ala Leu Met Lys Ala Arg Val Ser Ala Phe Pro Arg Thr Gin His 
195 200 205 

<210> 4669 

<211> 683 

<212> DNA 

<213> Homo sapiens 
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<211> 167 
<212> PRT 
<213> Homo sapiens 

<400> 4666 

Xaa Arg His Glu Gly Gly Ser His Arg Lys Ala Ala Arg Ser Val Ser 

1 5 10 15 

Gly lie Thr Arg Arg Val Phe Met Trp Thr Val Ser Gly Thr Pro Cys 

20 25 30 

Arg Glu Phe Trp Ser Arg Phe Arg Lys Glu Lys Glu Pro Val Val Val 

35 40 45 

Glu Thr Val Glu Glu Lys Lys Glu Pro lie Leu Val Cys Pro Pro Leu 

50 .55 60 

Arg Ser Arg Ala Tyr Thr Pro Pro Glu Asp Leu Gin Ser Arg Leu Glu 
65 70 75 80 

Ser Tyr Val Lys Glu Val Phe Gly Ser Ser Leu Pro Ser Asn Trp Gin 

85 90 95 

Asp He Ser Leu Glu Asp Ser Arg Leu Lys Phe Asn Leu Leu Ala His 

100 105 110 

Leu Ala Asp Asp Leu Gly His Val Val Pro Asn Ser Arg Leu His Gin 

115 120 125 

Met Cys Arg Val Arg Asp Val Leu Asp Phe Tyr Asn Val Pro He Gin 

130 135 140, 

Asp Arg Ser Lys Phe Asp Glu Leu Ser Ala Ser Asn Leu Pro Pro Asn 
145 150 155 160 

Leu Lys He Thr Trp Ser Tyr 
165 

<210> 4667 
<211> 1031 
<212> DNA 

<213> Homo sapiens | 
<400> 4667 - 

ntggccatgg gcacgtccct gtatgccccc gaggtatgta actgctctgc gcctgacacg 
60 

ggcaacatgg agctgctggt gaggtatggc accgaagcgc agaaggctcg ctggctgatt 
120 

cctctgctgg aggggaaagc ccgctcctgt tttgctatga ccgagcccca ggttgcctct 
180 

tcagatgcca ccaacattga ggcttccatc agagaggagg acagcttcta tgtcataaac 
240 

ggtcacaaat ggtggatcac aggcatcctg gatcctcgtt gccaactctg tgtgtttatg 
300 

ggaaaaacag acccacatgc accaagacac cggcagcagt ctgtgctctt ggttcccatg 
360 

gataccccag ggataaaaat catccggcct ctgacggtgt atggactgga agatgcacca 
420 

ggtggccatg gtgaagtccg atttgagcac gtgcgtgtgc ccaaagagaa catggtcctg 
480 

ggccctggcc gaggctttga gatcgcccag ggcagactgg gccccggcag gatccatcac 
540 

tgcatgaggc tgatcgggtt ctcagagagg gccctggcac tcatgaaggc ccgcgtgagt 
600 
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275 










280 










Glu Leu Leu 


Gin 


Thr 


Glu 


Asp 


Ser 


Leu 


Lys 


Ala 


Ala 


290 








295 










300 


Lys Ala Asp 


Ser 


Pro 


Ser 


He 


Asp 


Tyr 


Ala 


Glu 


Leu 


305 






310 










315 


His 


Glu Lys Val 


Gin 


Asn 


Lys 


His 


Leu 


Glu 


Val 


Arg 




325 










330 






Arg Gly Asp 


His 


Leu 


Asp 


Arg 


Arg 


val 


Val 


Leu 




340 










345 









285 



320 
Ser Gly 
335 



<210> 4665 

<211> 1043 

<212> DNA 

<213> Homo, sapiens 

<400> 4665 

nttcggcacg agggtggatc tcatcgaaag gcggcgcgat ctgtgtcggg cattaccaga 
60 

agagtcttca tgtggacagt ctcagggaca ccatgtagag aattttggtc tcgattcaga 
120 

aaagagaaag agccagtggt tgttgagaca gtagaagaga aaaaggaacc tatcctagtg 
180 

tgtccacctt tacgaagccg agcatacaca ccacctgaag atctccagag tcgtttggaa 
240 

tcttacgtta aagaagtttt tggttcatct cttcctagta attggcaaga catctccctg 
300 

gaagatagtc gtctaaagtt caatcttctg gctcatttag ctgatgactt gggtcatgta 
360 

gtccctaact ccagactcca ccagatgtgc agggttagag atgttcttga tttctataat 
420 

gtccctattc aagatagatc taaatttgat gaactcagtg ccagtaatct gccccccaat 
480 

ttgaaaatca cttggagtta ctaagcaatt cggaagagaa acacattgaa atcactgtct 
540 

ttccctgagc aagggggctg ctcattagat cttttgatac tttaccatgt gaaatactac 
600 

cagaactgtt ctctaaaccc actttttctg tagaggaatg tatcatcttt ttttttctca 
660 

tattacaaat ggacaaataa cggactttct attttcatat ttgctgaaac cattttttaa 
720 

atgaaattag gtcattattt atgaaaagtt ttgagagggc actgtcaact tgggtttaag 
780 

acaggaggac attgcaagtt cacacctttc ataagcataa agtagttgca agaaagtatt 
840 

ttcatcctgt taggattcat atctaagata gagttatgca ttgcacatac acaaataaac 
900 

ttttattaga tagataccta taaaagaaac ataaaagtat gttgtgtatt actgacagtt 
960 

ctagattaat ttcttttaga attaaagtag atttgttaaa aaaaaaaaaa aaaaaaaaaa 
1020 

aaaaaaaaaa aaaaaaaaaa aaa 
1043 

<210> 4666 
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gctcctctca gagtccagtc cccaggcctc cagcgctgtc agctgcaccc tggcattctc 
1260 

acagagctgg ctgcccaccc agtggggggc tatagcctca gagaccactc atcctctgga 
.1320 

' atcaacctct ttctaatacc ctcttggaaa aagagcttgc ccctcctcca gcacactaga 
1380 

gctctggcct tgtgtgtata tgtatacata cgtgaacaca tgcctgtgtg tgtgtgtgtg 
1440 

tgtgtacttg tatgcacgta ggcaccagca caaagatctg aatgatgcac cccaccccca 
1500 

ccccaataaa gaaataacag aaaaccctca aaaaaaaaaa aaaaaaaaaa 
1550 

<210> 4664 

<211> 347 

<212> PRT 

<213> Homo sapiens 



<400> 4664 
Met Phe Arg His 
1 

Ser Asp Glu Ser 
20 

Glu lie Ala Ser 
35 

Asp Gly Pro Asp 
50 

Pro Gly Arg Ala 
65 

Cys Ser Pro Ser 

lie Asn Leu Leu 
100 

Arg Gly Pro Phe 
115 

Asn lie Phe His 
130 

Lys Phe Ala Ser 
145 

Ser Thr Glu Leu 

Leu Glu Ser Gin 
180 

Asn Pro Val Thr 
195 

His Ala Tyr Asp 
210 

Asp Phe Leu Ala 
225 

lie Phe Thr Tyr 

Tyr Leu lie Lys 
260 

Ser Ala Phe Gin 



Thr Asp Ser Leu 
5 

Asp Glu Val He 

Ser Pro Ala Gly 
40 

Leu Gin Ala Ser 
55 

Gly Leu Leu Asn 
70 

Thr Pro Thr Met 
85 

Lys Arg Phe Ser 

He He Arg Gin 
12 0 

Ser Met Ala Asp 
135 

Thr Met Val His 
150 

Phe Gin Leu Arg 
165 

Asn Leu Phe Cys 

Thr Val Ser Leu 
200 

Leu He Gin Lys 
215 

Glu Val Asp Lys 
230 

Leu Arg Leu Gin 
245 

Ala Leu Tyr Gly 
Leu Leu Ser His 



Phe Pro He Leu 
10 

Leu Lys Asp Leu 
25 

Gin Thr Asp Asp 

His Ser Glu Leu 
60 

Thr Ser Gly Thr 
75 

Asn Ser Tyr Phe 
90 

Ser Glu Arg Lys 
105 

Leu Cys Leu Leu 

He Leu Leu Arg 
140 

Ala Leu Asn Thr 
155 

Asn Gin Leu Lys 
170 

Cys Leu Tyr Arg 
185 

Cys Phe Leu Thr 

Phe Gly Asp Leu 
220 

Leu Val Gin Leu 
235 

Leu Leu Asp Val 
250 

Leu Leu Met Leu 
265 

Arg Leu Gin Cys 



Leu Gin Thr Leu 
15 

Glu Val Leu Ala 
30 

Pro Gly Pro Leu 
45 

Gin Val Pro Thr 

Lys Gly Leu Glu 
80 

Tyr Lys Phe Met 
95 

Leu Leu Glu Val 
110 

Leu Asn Ala Glu 
125 

Glu Glu Asp Leu 

He Leu Leu Thr 
160 

Asp Leu Lys Thr 
175 

Ser Trp Cys His 
190 

Gin Asn Tyr Arg 
205 

Glu Val Thr Val 

lie Glu Cys Pro 
240 

Lys Asn Asn Pro 
255 

Leu Pro Gin Ser 
270 

Val Pro Asn Pro 
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15 10 15 

Tyr Met lie Ser Lys His Ser His Glu Gin Ser Asp Arg Gly Glu Gly 

20 25 . 30 

Val Glu Val Val.Gln Asn Glu Pro Phe Glu Asp. Pro His His Gly His 

35 40 45 

Gly Gin Phe 
50 

<210> 4663 
<211> 1550 
<212> DNA 

<213> Homo sapiens 
<400> 4663 

atgttccggc acacggacag cctctttccc atcctactgc agacgttatc ggatgaatcg 
60 

gatgaggtga tcctgaagga cctggaggtg ctggcagaaa tcgcttcctc ccccgcaggc 
120 

cagacggatg acccaggccc cctcgatggc cctgacctcc aggccagcca ctcagagctc 
180 

caggtgccca cccctggcag agccggccta ctgaacacct ctggtaccaa aggcttagaa 
240 

tgttctcctt caactcccac catgaattct tacttttata agttcatgat caaccttctc 
300 

aagagattca gcagcgaacg gaagctcctg gaggtcagag gccctttcat catcaggcag 
360 

ctgtgcctcc tgctgaatgc ggagaacatc ttccactcaa tggcagacat cctgctgcgg 
420 

gaggaggacc tcaagttcgc ctcgaccatg gtccacgccc tcaacaccat cctgctgacc 
480 

tccacagagc tcttccagct aaggaaccag ctgaaggacc tgaagaccct ggagagccag 
540 f - 

aacctgttct gctgcctgta ccgctcctgg tgccacaacc cagtcaccac ggtgtccctc 
600 

tgcttcctca cccagaacta ccggcacgcc tatgacctca tccagaagtt tggggacctg 
660 

gaggtcaccg tggacttcct cgcagaggtg gacaagctgg tgcagctgat tgagtgcccc 
720 

atcttcacat atctgcgcct gcagctgctg gacgtgaaga acaaccccta cctgatcaag 
780 

gccctctacg gcctgctcat gctcctgccg cagagcagcg ccttccagct gctctcgcac 
840 

cggctccagt gcgtgcccaa ccctgagctg ctgcagaccg aagacagtct aaaggcagcc 
900 

cccaagtccc agaaagctga ctcccctagc atcgactacg cagagctgct gcagcacttt 
960 

gagaaggtcc agaacaagca cctggaagtg cggcaccagc ggagcgggcg tggggaccac 
1020 

ctggaccgga gggttgtcct ctgacaggcc tggcacggag gagggcccac cgagtggtcc 
1080 

catgaaacac taagggtcgt cacgccctcc cgaggagctc aaggacctgc ctgtcaggac 
1140 

cagggctggg cctgccaacc cagggcagtg ttggggccgg aggctgctgt gtctgcccaa 
1200 
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tttccttttt. cttttttttt tttg 
864 

<210> 4660 
<211> 192 
<212> PRT 

<213> Homo sapiens 
<400> 4660 



Met 


Pro 


Ser 


Val 


Val 


Leu 


Lys 


His 


He 


His 


His 


He 


Ser 


Val 


Ala 


Lys 


1 








5 










10 










15 




Asp Gly 


Glu 


Glu 


Leu Lys 


Leu Lys Arg Cys 


Leu 


Leu 


Asn 


Phe 


Val 


Ala 








20 










25 










30 






Ser 


val 


Arg 


Ala 


Phe 


His 


His 


Gin 


Phe 


Leu 


Glu 


Ser 


Thr 


His 


Gly 


Ser 






35 










40 










45 








Pro 


Ser 


Val 


Asp 


He 


Ser 


Leu 


Asp 


Leu 


Ala 


Lys 


Ser 


Thr 


Met 


Arg 


Thr 




50 










55 










60 










Ala 


Lys 


Ser 


Cys 


His 


He 


Val 


He 


Thr 


Asn 


Arg 


Ser 


Arg 


Asp 


Ala 


He 


65 










70 










75 










80 


Ser 


Gly 


Pro 


Val 


Glu 


Ser 


Pro 


His 


Cys 


Asp 


Ala 


Cys 


Ser 


Thr 


Gin 


Thr 










85 










90 










95 




Ala 


Phe 


He 


His 


He 


Ser 


Cys 


Asn 


Leu 


Thr 


Pro 


Lys 


Ala 


Arg 


Glu 


Thr 








100 










105 










110 






Lys 


Cys 


Ala 


Thr 


Glu 


Thr 


Asp 


Ser 


Ala 


Val 


Ala 


Glu 


Thr 


Val 


Thr 


His 






115 










120 










125 








Ala 


Cys 


Leu 


Pro 


Val 


Gly 


Val 


Leu Gly Gly Arg Thr Gly Thr Asp 


Ser 




130 










135 










140 










Arg 


Leu 


Gly 


His 


Asn 


Asp 


His 


Arg 


Arg 


Leu 


Ser 


Leu 


His 


Phe 


Gin 


Cys 


145 










150 










155 










160 


Arg 


Ala 


Phe 


His 


Val 


Val 


Phe 


He 


Cys 


Gly Glu 


He 


Leu 


Ser 


Gin 


Ala 










165 










170 










175 




Thr 


Arg 


His 


Phe 


Leu 


Leu 


Gly Thr 


Leu 


Phe 


Thr 


Asn 


Phe 


His 


Cys 


Phe 



180 ■ 185 190 

<210> 4661 
<211> 153 
<212> DNA 

<213> Homo sapiens 
<400> 4661 

cggatctgca tgccgctcac cgtagacgag tacaaaattg gacagctgta catgatcagc 
60 

aaacacagcc atgaacagag tgaccgggga gaaggggtgg aggtcgtcca gaatgagccc 
120 

tttgaggacc ctcaccatgg ccatgggcag ttc 
153 

<210> 4662 
<211> 51 
<212> PRT 

<213> Homo sapiens 
<400> 4662 

Arg He Cys Met Pro Leu Thr Val Asp Glu Tyr Lys He Gly Gin Leu 
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85 










90 










95 




Val 


Asp 


Cys 


Ser 
100 


Asp 


Cvs 


Trp 


Leu 


Pro 
105 


Val 


Val 


Lys 


Phe 


He 
110 


Glu 


Glu 


Gin 


Phe 


Glu 


Gin Tyr 


Leu 


Arg 


Asp 


Glu 


Ser 


Gly 


Leu 


Asn 


Arg 


Lys 


Asn 






115 










120 










125 






Phe 


lie 


Gin 


Asp 


Ser 


Arg 


Val 


His 


Cys 


Cys 


Leu 


Tyr 


Phe 


He 


Ser 


Pro 




130 








135 










140 






His 


Glu 


Gly Arg Ala 


Pro 


Ala 


Pro 


Arg 


Cys 


Gly 


Phe 


Leu 


Arg 


Ala 


He 


145 










150 










155 










160 


Lys 


Val 


Asn 


He 


lie 


Pro 


Val 


He 


Gly Lys 


Ala 


Asp 


Ala 


Leu 


Met 


Pro 








165 










170 










175 




Gin 


Glu 


Thr 


Gin 
180 


Ala 


Leu 


Lys 


Gin 


Lys 
185 


He 


Arg 


Asp 


Gin 


Leu 
190 


Lys 


Glu 


Glu 


Glu 


lie 


His 


. He 


Tyr 


Gin 


Phe 


Pro 


Glu 


Cys 


Asp 


Ser 


Asp 


Glu Asp 






195 










200 










205 






Phe 


Glu 


Asp 
210 


Phe 


Lys 


Arg 


Gin 


Asp 
215 


Ala 


Glu 


Met 


Lys 


Glu 
220 


Ser 


He 


Pro 


Ala 


Val 


Val 


Gly 


Ser 


Cys 


Glu 


val 


Val 

















225 230 

<210> 4659 

<211> 864 

<212> DNA 

<213> Homo sapiens 

<400> 4659 

tttaaaagca gtggaaatta gtaaacaagg ttccgagcag gaaatgtctt gtggcctggg 
60 

agagaatctc accacaaatg aaaactacgt gaaaggccct gcactgaaaa- tgcaagctca 
120 

ggcgccggtg gtcgttgtga cccaacctgg agtcggtccc ggtccggccc cccagaactc 
180 I 

caactggcag acaggcatgt gtgactgttt cagcgactgc ggagtctgtc tctgtggcac 
240 

attttgtttc. ccgtgccttg ggtgtcaagt tgcagctgat atgaatgaat gctgtctgtg 
300 

tggaacaagc gtcgcaatga ggactctcta caggacccga tatggcatcc ctggatctat 
360 

ttgtgatgac tatatggcaa ctctttgctg tcctcattgt actctttgcc aaatcaagag 
420 

agatatcaac agaaggagag ccatgcgtac tttctaaaaa ctgatggtga aaagctctta 
480 

ccgaagcaac aaaattcagc agacacctct tcagcttgag ttcttcacca tcttttgcaa 
540 

ctgaaatatg atggatatgc ttaagtacaa ctgatggcat gaaaaaaatc aaatttttga 
600 

tttattataa atgaatgttg tccctgaact tagctaaatg gtgcaactta gtttctcctt 
660 

gctttcatat tatcgaattc gaatttcctg gcttataaac tttttaaatt acatttgaaa 
72 0 

tataaaccaa atgaaatatt ttactgataa gattcttcat gcttctttgc tctccttaaa 
780 

atgtcttttt cactagttag ttccaagggt cagtctcata attttgttct tatactttga 
840 
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130 135 140 

Gly Arg Gin His His Gly Arg Pro 
145 150 

<210> 4657 

<211> 723 

<212> DNA 

<213> Homo sapiens 

<400> 4657 

nnacgcgtga tggctggcgg agtcatggac aaggagtacg tgggttttgc tgccctcccc 
60 

aaccagctgc accgcaagtc tgtcaagaag gggtttgact tcacgctaat ggtggcaggg 
120 

gagtcaggcc tagggaaatc caccctcatc aacagcctct tcctcaccaa cctctatgag 

180 1 . 

gatcgccagg tgccagaggc cagtgctcgc ttgacacaga ccctggccat tgagcgccgg 
240 

ggcgtagaga ttgaggaagg gggtgtgaaa gtgaagctga cccttgtgga cacacctggc 
300 

tttggggact cagtggactg ctctgactgc tggcttccgg tggtgaaatt catcgaggag 
'360 

caatttgagc agtaccttag ggatgagagt ggcctgaacc ggaagaacat ccaggactcc 
420 

cgagtccact gctgcctcta cttcatctca cccttcggcc gggctccggc ccctagatgt 
480 

ggcttcctcc gggcaataca cgagaaagtc aacatcatcc cagtcattgg caaagcggat 
540 

gccctgatgc cccaggaaac ccaggccctc aagcagaaga tccgggatca gttgaaggaa 
600 

gaggagatcc acatctacca gttccccgaa tgtgactctg atgaagatga agacttcaag 
660 I 

aggcaggatg cagagatgaa ggaaagcatc ccttttgcag tcgtgggatc atgcgaggtg 

720 c 

gta 

723 

<210> 4658 

<211> 233 

<212> PRT 

<213> Homo sapiens 

<400> 4658 

Met Asp Lys Glu Tyr Val Gly Phe Ala Ala Leu Pro Asn Gin Leu His 

1 5 10 15 

Arg Lys Ser Val Lys Lys Gly Phe Asp Phe Thr Leu Met Val Ala Gly 

20 25 30 

Glu Ser Gly Leu Gly Lys Ser Thr Leu lie Asn Ser Leu Phe Leu Thr 

35 40 45 

Asn Leu Tyr Glu Asp Arg Gin Val Pro Glu Ala Ser Ala Arg Leu Thr 

50 55 60 

Gin Thr Leu Ala lie Glu Arg Arg Gly Val Glu lie Glu Glu Gly Gly 
65 70 75 80 

Val Lys Val Lys Leu Thr Leu Val Asp Thr Pro Gly Phe Gly Asp Ser 
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195 200 . 205 

Leu Lys Lys Ala Ser Lys Glu He Tyr Gin Leu Arg Gly Gin Ser His 

210 215. 220 

Lys Glu Pro He Gin Val Gin Thr Phe Arg Glu Lys He Ala Phe Phe 
225 230 235 240 

Thr Arg Pro Arg He Asn He Pro Pro Leu Pro Ala Asp Asp Val 
245 250 255 

<210> 4655 

<211> 456 

<212> DNA 

<213> Homo sapiens 

<400> 4655 

gcggccgcgc aggtcctcgc gcttgcggaa ggtgcgcacg tactccatgc ggtccagcgc 
60 * 

cacgagcagc aggaacaggc cgggcacaca cacagacagc agcagcgtca gcgccttgcg 
120 

cgccacgggg tccgccgcgc cgcgccgcgc cgccttgtag ttctggaaga tgaagtagag 
180 

cttgatctcc agcacgaaga tgtaaaggaa ccacaggatc atggcgtagc cgcgcttggc 
240 

cgtgcgcacc tcggcgccca cccacacggc cacgtagcgc agcaccagca ggaagcacac 
300 

gtcgcccacc agcacgatga tgcacacgcc gatcttgcgc gggccctggt tctgctccac 
360 

caggtacgcg tccatgacgg ccatgctgcc catgatcacc agcgtggtca ggcacacgtg 
420 

gcgccggtcc gggggcggca gcaccatggt cggccg . 
456 

<210> 4656 ! 
<211> 152 
<212> PRT 

<213> Homo sapiens 



<400> 4656 




















Ala 


Ala 


Ala 


Gin 


Val 


Leu 


Ala 


Leu Ala 


Glu 


Gly Ala 


His Val 


Leu His 


1 








5 








10 






15 


Ala 


val 


Gin 


Arg 


His 


Glii- 


Gin 


Gin Glu 


Gin 


Ala Gly 


His Thr 


His Arg 








20 








25 






30 




Gin 


Gin 


Gin 


Arg 


Gin 


Arg 


Leu 


Ala Arg 


His 


Gly Val 


Arg Arg 


Ala Ala 






35 










40 






45 




Pro 


Arg 


Arg 


Leu 


Val 


Val 


Leu 


Glu Asp 


Glu 


Val Glu 


Leu Asp 


Leu Gin 




50 










55 






60 






His 


Glu 


Asp 


Val 


Lys 


Glu 


Pro 


Gin Asp 


His 


Gly Val 


Ala Ala 


Leu Gly 


65 








70 








75 




80 


Arg 


Ala 


His 


Leu 


Gly 


Ala 


His 


Pro His 


Gly 


His Val 


Ala Gin 


His Gin 








85 








90 






95 


Gin 


Glu 


Ala 


His 


Val 


Ala 


His 


Gin His 


Asp 


Asp Ala 


His Ala 


Asp Leu 








100 








105 






110 




Ala 


Arg 


Ala 


Leu 


Val 


Leu 


Leu 


His Gin 


Val 


Arg Val 


His Asp 


Gly His 




115 










120 






125 




Ala 


Ala 


His 


Asp 


His 


Gin 


Arg 


Gly Gin 


Ala 


His Val 


Ala Pro 


Val Arg 
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agcgacagtt caacgctgcc ccggaagtcc ccctttgtcc gaaatacttt ggaaagacga 
720 

acccttcgct ataagcagtc atgcaggtct tccctggctg agctcatggc ccgcacctcc 
780 

ctggacttgg agctggatct ccaggcgtcg agaacacggc agaggcagct gaatgaggag 
840 

ctctgcgccc tccgtgagct gcggcagcgg ttggaggacg cccagctccg tggccagact 
900 

gacctcccac cctgggtgct tcgggacgag cggctccgtg gcctgctgcg ggaggccgag 
960 

cggcagacaa gacagaccaa acttgactac cgtcatgagc aggcggctga gaagatgctg 
1020 

aagaaggcct ccaaggagat ctaccagctg cgtgggcaga gccacaaaga gcccatccaa 
1080 

gtgcagacct ttagggagaa gatagcattc ttcacaaggc caaggatcaa catacctcct 
1140 

ctcccagccg acgacgtctg atggagtgca ttgtgcacat gaagtattta tccacctgtt 
1200 

ttattttcat gaagttctta gactagctga atttgtcttt aaaatatttg tgcaaagcta 
1260 

ttaatataca catttt 
1276 

<210> 4654 

<211> 255 ' . 

<212> PRT 

<213> Homo sapiens 
<400> 4654 

Met Gly He Asp Ser He Leu Gly His Pro Phe Ala Ala Gin Ala Gly 

1 5 10 15 

Pro Tyr Ser Pro Glu Lys Phe Gin Pro Ser Pro Leu Lys Val Asp Lys 

20 25 30 

Glu Thr Asn Thr Glu Asp Leu Phe Leu Glu Glu Ala Ala* Ser Leu Val 

35 40 45 

Lys Glu Arg Pro Ser Arg Arg Ala Arg Gly Ser Pro Phe Val Arg Ser 

50 55 60 

Gly Thr He Val Arg Ser Gin Thr Phe Ser Pro Gly Ala Arg Ser Gin 
65 * 70 75 80 

Tyr Val Cys Arg Leu Tyr Arg Ser Asp Ser Asp Ser Ser Thr Leu Pro 

85 90 95 

Arg Lys Ser Pro Phe Val Arg Asn Thr Leu Glu Arg Arg Thr Leu Arg 

100 105 110 

Tyr Lys Gin Ser Cys Arg Ser Ser Leu Ala Glu Leu Met Ala Arg Thr 

115 120 125 

Ser Leu Asp Leu Glu Leu Asp Leu Gin Ala Ser Arg Thr Arg Gin Arg 

130 135 140 

Gin Leu Asn Glu Glu Leu Cys Ala Leu Arg Glu Leu Arg Gin Arg Leu 
145 150 155 160 

Glu Asp Ala Gin Leu Arg Gly Gin Thr Asp Leu Pro Pro Trp Val Leu 

165 170 175 

Arg Asp Glu Arg Leu Arg Gly Leu Leu Arg Glu Ala Glu Arg Gin Thr 

180 185 190 

Arg Gin Thr Lys Leu Asp Tyr Arg His Glu Gin Ala Ala Glu Lys Met 
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100 










105 










110 






VclJ. 


Pro Met 


Val 


Ala 


Leu Tyr 


Asn 


Ala 


Glu 


Asn 


Val 


Glu 


Val 


He 


Leu 




115 










120 










125 








Thr 


Ser Ser 


Lys 


Gin 


He Asp 


Lys 


Ser 


Ser 


Met 


Tyr 


Lys 


Phe 


Leu 


Glu 




130 


















14 0 










Pro 


Trp Leu Gly Leu Gly 


Leu 


Leu 


Thr 


Ser 


Thr Gly 


Asn 


Lys 


Trp 


Arg 


145 








150 










155 










160 


Ser 


Arg Arg 


Lys 


Met 


Leu 


Thr 


Pro 


Thr 


Phe 


His 


Phe 


Thr 


He 


Leu 


Glu 






165 










170 










175 




Asp 


Phe Leu 


Asp 


He 


Met 


Asn 


Glu 


Gin 


Ala 


Asn 


He 


Leu 


Val 


Lys 


Lys 




180 










185 










190 






Leu 


Glu Lys 
195 


His 


He 


Asn 


Gin 


Glu 
200 


Ala 


Phe 


Asn 


Cys 


Phe 
205 


Phe 


Tyr 


He 


Thr 


Leu Cys 


Ala 


Leu 


Asp 


He 


He 


Cys 


Glu 


Thr 


Ala 


Met Gly Lys 


Asn 




210 








215 










220 










He Gly Ala 


Gin 


Ser 


Asn 


Asp 


Asp 


Ser 


Glu 


Tyr 


Val 


Arg 


Ala 


Val 


Tyr 


225 








230 










235 










24 0 


Arg 


Met Ser 


Glu 


Met 


He 


Phe 


Pro 


Arg 


He 


Lys 


Met 


Pro 


Trp 


Leu 


Trp 






245 










250 










255 




Leu Asp Leu 


Trp 


Tyr 


Leu 


Met 


Phe 


Lys 


Glu 


Gly Trp 


Glu 


His 


Lys 


Lys 






260 










265 










270 






Ser 


Leu Lys 
275 


He 


Leu 


His 


Thr 


Phe 
280 


Thr 


His 


Ser 


val 


He 
285 


Pro 


Glu 


Arg 



Ala 



<210> 4653 

<211> 1276 

<212> DNA 

<213> Homo sapiens 

<400> 4653 

nagcgctccc gtgggtggaa cagtgactct tcgagaagac agtgccaaga ggttggagag 
60 

gagggcacgc cgcatctccg catgtctgtc ggattattcg ctagccagcg acagtggggt 
120 

gtttgaacct ctaaccaaaa ggaacgaaga tgccgaggag cctgcctacg gagacacggc 
180 

cagtaacgga gatccccaga tccacgtggg actcctgcgc gacagtggca gcgagtgtct 
240 

cctcgtgcac gtgctgcagc tgaagaaccc ggcggggctg gcggtgaagg aagactgcaa 
300 

agtccacatc cgagtctatt tgcccccact tcggtggata gcggctgtag caactgcacc 
360 

cagaccagcc ctccgtaccc agagccctgt tgcatgggta tcgactccat cctgggccac 
420 

ccatttgctg ctcaggcagg gccttacagc cccgagaaat ttcagccctc gcctcttaag 
480 

gttgataagg aaaccaacac ggaagatctc tttctggaag aagcagccag cctcgtgaag 
540 

gagcggccca gccgccgggc ccgagggtcg ccttttgttc ggagtggcac gattgtccgt 
600 

tcccagacat tctcgcctgg agcacgaagc cagtatgttt gcagacttta tcgtagtgac 
660 
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<212> DNA 

<213> Homo sapiens 

<400> 4651 

ngggcccgca ctttcccgga gtgcaccccg cggccgccag ccggggcgat ggcggggctc 
60 

tggctggggc tcgtgtggca gaagctgctg ctgtggggcg cggcgagtgc cgtttccctg 
120 

gccggcgcca gtctggtcct gagcctgctg cagagggtgg cgagctacgc gcggaaatgg 
180 

cagcagatgc ggcccatccc cacggtggcc cgcgcctacc cactggtggg ccacgcgctg 
240 

ctgatgaagc cggacgggcg agaatttttt cagcagatca ttgagtacac agaggaatac 
300 

cgccacatgc cgctgctgaa gctctgggtc gggccagtgc ccatggtggc cctttataat 
360 

gcagaaaatg tggaggtaat tttaactagt tcaaagcaaa ttgacaaatc ctctatgtac 
420 

aagtttttag aaccatggct tggcctagga cttcttacaa gtactggaaa caaatggcgc 
480 

tccaggagaa agatgttaac acccactttc cattttacca ttctggaaga tttcttagat 
540 

atcatgaatg aacaagcaaa tatattggtt aagaaacttg aaaaacacat taaccaagaa 
600 

gcatttaact gcttttttta catcactctt tgtgccttag atatcatctg tgaaacagct 
660 

atggggaaga atattggtgc tcaaagtaat gatgattccg agtatgtccg tgcagtttat 
720 

agaatgagtg agatgatatt tccaagaata aagatgccct ggctttggct tgatctctgg 
780 

taccttatgt ttaaagaagg atgggaacac aaaaagagcc ttaagatcct acatactttt 
840 i 

acccacagtg tcatcccgga acgggccaa 
869 

<210> 4652 

<211> 289 

<212* PRT 

<213> Homo sapiens 



<400> 4652 



Xaa 


Ala 


Arg 


Thr 


Phe 


Pro Glu 


Cys 


Thr 


Pro 


Arg 


Pro 


Pro 


Ala 


Gly Ala 


1 






5 








10 


Gin 








15 




Met 


Ala 


Gly 


Leu 


Trp 


Leu Gly 


Leu 


Val 


Trp 


Lys 


Leu 


Leu 


Leu 


Trp 






20 








25 










30 






Gly Ala 


Ala 


Ser 


Ala 


Val Ser 


Leu 


Ala 


Gly 


Ala 


Ser 


Leu 


Val 


Leu 


Ser 






35 








40 










45 








Leu 


Leu 


Gin 


Arg 


Val 


Ala Ser 


Tyr 


Ala 


Arg 


Lys 


Trp 


Gin 


Gin 


Met 


Arg 




50 








55 










60 










Pro 


He 


Pro 


Thr 


Val 


Ala Arg 


Ala 


Tyr 


Pro 


Leu 


Val 


Gly His 


Ala 


Leu 


65 










70 








75 










80 


Leu 


Met 


Lys 


Pro 


Asp 


Gly Arg 


Glu 


Phe 


Phe 


Gin 


Gin 


He 


He 


Glu 


Tyr 








85 








90 










95 




Thr 


Glu 


Glu 


Tyr 


Arg 


His Met 


Pro 


Leu 


Leu 


Lys 


Leu 


Trp 


Val 


Gly 


Pro 
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565 570 575 

Leu Thr Gly Glu Cys Asn Tyr Gly Gly Arg Val Thr Asp Asp Lys Asp 

580 585 590 

Arg Arg Leu Leu Leu Ser Leu Leu Ser Met Phe Tyr Cys Lys Glu He 

595 600 60S 

Glu Glu Asp Tyr Tyr Ser Leu Ala Pro Gly Asp Thr Tyr Tyr He Pro 

* 610 615 620 

Pro His Gly Ser Tyr Gin Ser Tyr He Asp Tyr Leu Arg Asn Leu Pro 
625 630 635 640 

He Thr Ala His Pro Glu Val Phe Gly Leu His Glu Asn Ala Asp He 

645 650 655 

Thr Lys Asp Asn Gin Glu Thr Asn Gin Leu Phe Glu Gly Val Leu Leu 

660 665 670 

Thr Leu Pro Arg Gin Ser Gly Gly Ser Gly Lys Ser Pro Gin Glu Val 

675 680 685 

Val Glu Glu Leu Ala Gin Asp He Leu Ser Lys Leu Pro Arg Asp Phe 

690 695 700 

Asp Leu Glu Glu Val Met Lys Leu Tyr Pro Val Val Tyr Glu Glu Ser 
70S 710 715 • 720 

Met Asn Thr Val Leu Arg Gin Glu Leu He Arg Phe Asn Arg Leu Thr 

725 730 735 

Lys Val Val Arg Arg Ser Leu He Asn Leu Gly Arg Ala He Lys Gly 

740 745 750 

Gin Val Leu Met Ser Ser Glu Leu Glu Glu Val Phe Asn Ser Met Leu 

755 760 765 

Val Gly Lys Val Pro Ala Met Trp Ala Ala Lys Ser Tyr Pro Ser Leu 

770 775 780 

Lys Pro Leu Gly Gly Tyr Val Ala Asp Leu Leu Ala Arg Leu Thr Phe 
785 790 795 800 

Phe Gin Glu Trp He Asp Lys Gly Pro Pro Val Val Phe Trp He Ser 

805 810 815 

Gly Phe Tyr Phe Thr Gin Ser Phe Leu Thr Gly Val Ser Gin Asn Tyr 

820 825 830 

Ala Arg Lys Tyr Thr He Pro He Asp His He Gly Phe Glu Phe Glu 

835 840 845 

Val Thr Pro Gin Glu Thr Val Met Glu Asn Asn Pro Glu Asp Gly Ala 

850 855 860 

Tyr He Lys Gly Leu Phe Leu Glu Gly Ala Arg Trp Asp Arg Lys Thr 
865 " 870 875 880 

Met Gin He Gly Glu Ser Leu Pro Lys He Leu Tyr Asp Pro Leu Pro 

885 890 895 

He He Trp Leu Lys Pro Gly Glu Ser Ala Met Phe Leu His Gin Asp 

900 905 910 

He Tyr Val Cys Pro Val Tyr Lys Thr Ser Ala Arg Arg Gly Thr Leu- 

915 920 925 

Ser Thr Thr Gly His Ser Thr Asn Tyr Val Leu Ser He Glu Leu Pro 

' 930 935 940 

Thr Asp Met Pro Gin Lys His Trp He Asn Arg Gly Val Ala Ser Leu 
945 950 955 960 

Cys Gin Leu Asp Asn 
965 

<210> 4651 
<211> 869 
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130 135 140 

Pro Val Ala Val His Ser Ala Thr lie Phe Phe Cys He Ser Asp Leu 
145 150 155 160 

Ala Asn He Glu Pro Met Tyr Gin Tyr Ser Leu Thr Trp Phe He Asn 

165 ■ 170 175 

Leu Tyr Met His Ser Leu Thr His Ser Thr Lys' Ser Glu Glu Leu Asn 

180 185 190 

Leu Arg lie Lys Tyr He He Asp His Phe Thr Leu Ser He Tyr Asn 

195 200 205 

Asn Val Cys Arg Ser Leu Phe Glu Lys Asp Lys Leu Leu Phe Ser Leu 

210 215 220 

Leu Leu Thr He Gly He Met Lys Gin Lys Lys Glu He Thr Glu Glu 
225 230 235 240 

Val Trp Tyr Phe Leu Leu Thr Gly Gly He Ala Leu Asp Asn Pro Tyr 

245 250 255 

Pro Asn Pro Ala Pro Gin Trp Leu Ser Glu Lys Ala Trp Ala Glu He 

260 265 270 

Val Arg Ala Ser Ala Leu Pro Lys Leu His Gly Leu Met Glu His Leu 

275 280 285 

Glu Gin Asn Leu Gly Glu Trp Lys Leu He Tyr Asp Ser Ala Trp Pro 

290 • 295 300 

His Glu Glu Gin Leu Pro Gly Ser Trp Lys Phe Ser Gin Gly Leu Glu 
305 310 315 320 

Lys Met Val He Leu Arg Cys Leu Arg Pro Asp Lys Met Val Pro Ala 

325 330 335 

Val Arg Glu Phe He Ala Glu His Met Gly Lys Leu Tyr He Glu Ala 

340 345 350 

Pro Thr Phe Asp Leu Gin Gly Ser Tyr Asn Asp Ser Ser Cys Cys Ala 

355 360 365 

Pro Leu He Phe Val Leu Ser Pro Ser Ala Asp Pro Met Ala Gly Leu 
370 375 380 

I Leu Lys Phe Ala Asp Asp Leu Gly Met Gly Gly Thr Arg Thr Gin Thr 
i 385 390 395 400 

He Ser Leu Gly Gin Gly Gin Gly Pro He Ala Ala Lys Met lie Asn 

405 410 415 

Asn Ala He Lys Asp Gly Thr Trp Val Val Leu Gin Asn Cys His Leu 

420 425 430 

Ala Ala Ser Trp Met Pro Thr Leu Glu Lys He Cys Glu Glu Val He 

435 440 445 

Val Pro Glu Ser Thr Asn Ala Arg Phe Arg Leu Trp Leu Thr Ser Tyr 

450 455 460 

Pro Ser Glu Lys Phe Pro Val Ser He Leu Gin Asn Gly lie Lys Met 
465 470 475 480 

Thr Asn Glu Pro Pro Lys Gly Leu Arg Ala Asn Leu Leu Arg Ser Tyr 

485 490 495 

Leu Asn Asp Pro He Ser Asp Pro Val Phe Phe Gin Ser Cys Ala Lys 

500 505 510 

Ala Val Met Trp Gin Lys Met Leu Phe Gly Leu Cys Phe Phe His Ala 

515 520 525 

Val Val Gin Glu Arg Arg Asn Phe Gly Pro Leu Gly Trp Asn He Pro 

530 535 540 

Tyr Glu Phe Asn Glu Ser Asp Leu Arg He Ser Met Trp Gin He Gin 
545 550 555 560 

Met Phe Leu Asn Asp Tyr Lys Glu Val Pro Phe Asp Ala Leu Thr Tyr 
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gacattctct ccaagcttcc cagagacttt gacctggaag aggtcatgaa gttgtacccc 
2460 

gtggtctatg aagaatccat gaataccgtc ctaaggcagg agctcatcag attcaacagg 
2520 

ctgaccaaag tggttcggag gagcctcatc aatcttggcc gagccatcaa aggacaggtc 
2580 

ctgatgtcct cggagctaga ggaagtcttt aacagcatgc ttgtgggtaa agtgccagcc 
2640 

atgtgggcag ccaagtctta cccatcactg aagcctctgg ggggctacgt ggctgacctg 
2700 

ctggcccgcc tgaccttctt ccaggaatgg attgacaagg ggccccctgt ggtattttgg 
2760 

atctctggat tctacttcac acagtctttt ttgactggcg tctctcaaaa ttatgcccgg 
2820 

aaatatacca tccccattga ccacattgga tttgagtttg aggtaacccc acaagaaaca 
2880 

gtgatggaga ataaccccga agatggggcc tacatcaaag ggctcttctt agaaggtgcc 
2940 

cgttgggaca ggaaaacgat gcagattggg gaatctctcc ccaaaatcct ctatgaccca 
3000 

ctgcccatca tttggctgaa acctggggag agcgcaatgt ttctgcatca ggacatctat 
3060 

gtgtgtccag tctacaaaac aagtgcccgc agaggaaccc tctccaccac aggccactct 
3120 

accaactatg tcctctccat tgagcttcca acagacatgc cccagaagca ctggataaac 
3180 

cgaggggtgg cctcactgtg ccagctggat aactgatggc atttgtctca agacagaaaa 
3240 

taaaaagcat ttcattctta aaaaaaaaaa aaaaaa 
3276' 

<210> 4650 
<2ll> 965 
<212> PRT 

<213> Homo sapiens 
<400> 4650 

Val Glu Tyr Met Arg Leu Gly Glu Asn lie lie Glu Tyr Ser Arg Asp 

1 5 10 15 

Phe Lys Leu Tyr lie Thr Thr Arg Leu Arg Asn Pro His Tyr Leu Pro 

20 25 30 

Glu Val Ala Val Lys Val Cys Leu Leu Asn Phe Met lie Thr Pro Leu 

35 40 45 

Gly Leu Gin Asp Gin Leu Leu Gly lie Val Ala Ala Lys Glu Lys Pro 

50 55 '60 

Glu Leu Glu Glu Lys Lys Asn Gin Leu He Val Glu Ser Ala Lys Asn 
65 70 75 80 

Lys Lys His Leu Lys Glu He Glu Asp Lys He Leu Glu Val Leu Ser 

85 90 95 

Met Ser Lys Gly Asn He Leu Glu Asp Glu Thr Ala He Lys Val Leu 

100 105 110 

Ser Ser Ser Lys Val Leu Ser Glu Glu lie Ser Glu Lys Gin Lys Val 

115 120 125 

Ala Ser Met Thr Glu Thr Gin He Asp Glu Thr Arg Met Gly Tyr Lys 
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ttttgtatct cggacctggc caacatcgag 
840 

ataaatctct acatgcattc cttgacccac 
900 

atcaagtaca tcattgacca tttcaccctg 
960 

tttgagaagg acaagctact cttctctctc 
1020 

aaggaaatta. cggaggaggt gtggtacttc 
1080 

ccctacccca atccagctcc ccaatggctg 
1140 

gcatctgcct tacccaaact gcatggcctg 
1200 

tggaagctga tctatgactc ggcctggccc 
1260 

ttctctcaag gattggagaa gatggtgatc 
1320 

ccagcggtcc gggagttcat tgctgaacat 
1380 

ttcgatctcc agggatccta caatgattcc 
1440 

tctccaagtg cagacccaat ggcaggcctg 
1500 

ggtaccagaa cacagaccat ctcccttggc 
1560 

atcaacaatg ccatcaaaga cgggacctgg 
1620 

agctggatgc ctaccctgga gaagatttgt 
1680 

gccagattca gactctggct aaccagctat 
1740 

cagaatggaa tcaaaatgac caatgagccc 
1800 

tcctacctca atgaccccat ctcagatcct 
1860 

atgtggcaaa agatgttatt tggcctttgt 
1920 

aacttcggcc ccctagggtg gaatattccc 
1980 • 

agtatgtggc agatccagat gtttctcaat 
2040 

acctacctga caggggaatg t'aattacgga 
2100 

ctcctgctgt cacttctgtc catgttctac 
2160 

ctcgctcctg gagacactta ctacatccct 
2220 

tatctcagga atctccccat cacagcccac 
2280 

gacatcacca aagacaacca ggaaaccaac 
2340 

cctagacagt caggaggaag tggcaagtcc 
2400 



ccgatgtacc agtactccct gacttggttc 
agcacgaaga gcgaggaact gaatctgcgc 
agcatctaca acaacgtgtg ccgttctctg 
ctcctgacca tcggcatcat gaaacagaag 
cttctcactg gaggcatcgc actggataac 
tctgagaagg catgggcaga gattgtccgt 
atggagcatt tggaacagaa cctgggtgaa 
catgaggagc aactccctgg gtcttggaag 
cttcgatgtt tgcggcctga caaaatggtg 
atgggaaagc tgtatatcga agcccctacg 
agctgctgtg cgcctttgat ttttgtgttg 
ctgaagtttg ctgatgatct tggtatggga 
caaggccaag gccctattgc tgccaaaatg 
gtggtcttac agaactgcca cctggccgca 
gaggaggtga ttgttcctga gagcaccaat 
ccatcagaga agtttccagt cagcattctc 
cccaaagggc tccgggccaa cctgttgcgc 
gtgttcttcc aaagotgtgc aaaggcggtg 
ttcttccacg ccgttgttca agagagaaga 
tatgaattca acgaatctga cctgaggatt 
gactacaagg aggtgccctt tgatgctctg 
ggcagagtga ctgatgacaa agaccggcgt 
tgtaaggaaa ttgaggagga ctattactcc 
cctcatggct cctaccagtc ctatatcgac 
ccagaagtgt tcggcctcca tgagaacgca 
cagctgtttg agggggtcct gctgaccctc 
cctcaggaag tggttgagga gttggcacaa 
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20 25 30 

Leu Asn Glu Lys Thr Pro Lys Gly His Ser Val Phe Met Asp He Phe 

35 40 45 

Glu Leu Val Val Glu Asn Gly Val Phe Val Ala Asn Pro Leu Gin Glu 

50 55 60 

Arg Thr He Leu Met Arg Lys Glu Gly Glu Ser Ala Lys Ser He Asn 
65 70 75 80 

Glu Met Leu Leu Ser Arg Leu Ser Arg Tyr Arg Ala Ser Pro Ser Ala 

85 90 95 

Thr Leu Ala Ala Leu Thr Gly Ser Thr He Ser Asn Thr Leu Lys Glu 

100 105 110 

Asp Gin Ala Ala Asn Thr Ser Cys Gly Leu Pro Leu Lys Met Leu Arg 

115 120 125 

Lys Thr Pro He Tyr Thr Cys Gly Thr Tyr Leu Val Met Leu Val Pro 

130 135 140 

Pro Pro Gly Gly Ser Gly Ser Ser Ala Thr Arg Ser Leu Phe Gly Gly 
145 150 155 160 

Thr Ser Gly Leu Ser Ser Leu Lys He Leu Ala Ser Ser Leu Val Tyr 

165 170 175 

Asn He Ser Asp Gly Gin Phe Thr Ser Arg Ala Asp 
180 185 

<210> 4649 

<211> 3276 

<212> DNA 

<213> Homo sapiens 

<400> 4649 

nntgatcaca taaaaatccg tgcctggcag attgctgggc ttcccgttga ctccttctcc 
60 

atcgacaatg gcatcattgt atccaattcc agacgctggg ccttaatgat tgaccctcac 
120 

gggcaggcca ataaatggat taagaacatg gagaaggcga ataaactggc tgtcatcaag 
180 

ttctctgata gcaactacat gaggatgctg gaaaacgcgc tgcagttagg cacccctgtc 
240 

ttgattgaaa acattggaga agagctggat gcttctatcg aacctatctt gctcaaggca 
300 

acattcaaac agcaaggagt tgagtacatg aggctgggtg aaaacatcat tgaatattcc 
360 

agggatttta agttatacat cacaacccgt ttgaggaatc cacattacct cccagaagtt 
420 

gccgtgaagg tctgtctcct caacttcatg atcaccccct tgggtctcca agatcaactc 
480 

cttggcatcg tggctgcgaa ggagaagcca gagctggaag agaaaaagaa ccagttgatt 
540 

gtggaaagtg ccaagaacaa gaagcatctc aaggaaattg aagataagat cttggaggtt 
600 

ctctccatgt ccaagggtaa catcctggag gatgaaaccg ccatcaaagt tctgtcctcc 
660 

tccaaagtgc tatctgaaga gatctcagag aaacagaaag ttgcttccat gacagaaacg 
720 

cagattgacg agactcggat gggctacaag ccagtggctg tgcattctgc caccatcttc 
780 
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290 295 s 300 

Gly Leu Pro Asn Phe Asp Asn Asn Asn lie Lys Gly'Ser Leu lie lie 
305 310 315 320 

Thr Phe Asp Val Asp Phe Pro Lys Glu Gin Leu Thr Glu Glu Ala Arg 

325 330 335 

Glu Gly He Lys Gin Leu Leu Lys Gin Gly Ser Val Gin Lys Val Tyr 

340 345 350 

Asn Gly Leu Gin Gly Tyr 
355 

<210> 4647 

<211> 791 

<212> DNA 

<213> Homo sapiens 

<400> 4647 

agatctgcac gacttgtaaa ctgaccatcc gaaatattat acaccaagct ggaggctagg 
60 

atttttaaag atgacaaacc acttgttcca ccaaaaagag atcgggtggc agagctgcct 
120 

gatccccctg gaggaggcac cagcatcacc aagtaggtgc cacaggtata tatgggtgtc 
180 

ttccgcagca tttttagagg cagcccacag ctagtatttg ctgcttgatc ctctttcagt 
240 

gtgttggaga tggtggaacc agtcagggca gcaagcgttg ctgacgggga ggctctatac 
300 

cgagaaagtc tacttagaag catctcatta atgcttttgg cagattcgcc ctcttttctc 
360 

attagaattg tacgttcctg aagtgggttg gctacaaata caccattttc aaccacaagt 
420 

tcaaaaatgt ccatgaagac agaatgtccc ttcggtgttt tctcattcag gctggcagga 
480 

gaccagatcc aatagaagta agtgccatct gaagacaggt gcacagtgct catggtgctg 
540 

ccaatgggga ggtgattggc tggcattggc accacctggc aeacctgaag ggtgttctgg 
600 . 

tcaatgacct ggaaaaggga gtgaggttta ttatcgaaag agacaggccg gtggagaaga 
660 

ctgccgctgc caaaagccac ccatcctggt tccaactcct cgttccggca gtacacaaaa 
720 

cctctgagag taccatgtaa tccagatccc aatttgctta- ctcctcttcc aactgagtta 
780 

gtagtataca g 
791 

<210> 4648 
<211> 188 
<212> PRT 

<213> Homo sapiens 
<400> 4648 

Met Pro Ala Asn His Leu Pro He Gly Ser Thr Met Ser Thr Val His 

15 10 15 

Leu Ser Ser Asp Gly Thr Tyr Phe Tyr Trp He Trp Ser Pro Ala Ser 
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taagagggct taagaatttg tccatttgca ttcggaaaag aatgaccagc aaaaggttta 



1500 



ctaatacctc tccctttggg gatttaatgt ctggtgctgc cgcctgagtt tcaagaatta 



1560 

aagctgcaag aggactccag gagcaaaaga aacacaatat agagggttgg agttgttagc 
1620 

aatttcattc aaaatgccaa ctggagaagt ctgtttttaa atacattttg ttgttatttt 
1680 

taaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaa 
1725 

<210> 4646 
<211> 358 
<212> PRT 

<213> Homo sapiens 
<400> 4646 

Met Ala Pro Gin Asn Leu Ser Thr Phe Cys Leu Leu Leu Leu Tyr Leu 

15 10 15 

He Gly Ala Val He Ala Gly Arg Asp Phe Tyr Lys He Leu Gly Val 

20 25 30 

Pro Arg Ser Ala Ser He Lys Asp He Lys Lys Ala Tyr Arg Lys Leu 

35 40 45 

Ala Leu Gin Leu His Pro Asp Arg Asn Pro Asp Asp Pro Gin Ala Gin 

50 55 60 

Glu Lys Phe Gin Asp Leu Gly Ala Ala Tyr Glu Val Leu Ser Asp Ser 
65 70 75 80 

Glu Lys Arg Lys Gin Tyr Asp Thr Tyr Gly Glu Glu Gly Leu Lys Asp 

85 90 ^ 95 

Gly His Gin Ser Ser His Gly Asp He Phe Ser His Phe Phe Gly Asp 

100 105 HO 

Phe Gly Phe Met Phe Gly Gly Thr Pro Arg Gin Gin Asp Arg Asn He 

115 120 125 

Pro Arg Gly Ser Asp He He Val Asp Leu Glu Val Thr Leu Glu Glu 

130 135 140 

Val Tyr Ala Gly Asn Phe Val Glu Val Val Arg Asn Lys Pro Val Ala 
145 150 155 160 

Arg Gin Ala Pro Gly Lys Arg Lys Cys Asn Cys Arg Gin Glu Met Arg 

165 170 175 

Thr Thr Gin Leu Gly Pro Gly Arg Phe Gin Met Thr Gin Glu Val Val 

180 185 190 

Cys Asp Glu Cys Pro Asn Val Lys Leu Val Asn Glu Glu Arg Thr Leu 

195 200 205 

Glu Val Glu He Glu Pro Gly Val Arg Asp Gly Met Glu Tyr Pro Phe 

210 215 220 

He Gly Glu Gly Glu Pro His Val Asp Gly Glu Pro Gly Asp Leu Arg 
225 230 235 240 

Phe Arg He Lys Val Val Lys His Pro He Phe Glu Arg Arg Gly Asp 

245 250 255 

Asp Leu Tyr Thr Asn Val Thr He Ser Leu Val Glu Ser Leu Val Gly 

260 265 270 

Phe Glu Met Asp He Thr His Leu Asp Gly His Lys Val His He Ser 

275 280 285 

Arg Asp Lys He Thr Arg Pro Gly Ala Lys Leu Trp Lys Lys Gly Glu 
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<210> 4645 

<211> 1725 

<212> DNA 

<213> Homo sapiens 

' <400> 4645 

nggctctcgc ctaccggggg cttctctcac 
60 

gcagaagagg gggctagcta gctgtctctg 
120 

tgtgaggcgg cctcacaggg ccgggtgggc 
180 

gtgaggagtg tgtggaacag gacccgggac 
240 

accttttgcc tgttgctgct atacctcatc 
300 

aagatcttgg gggtgcctcg aagtgcctct 
360 

ctagccctgc agcttcatcc cgaccggaac 
420 

caggatctgg gtgctgctta tgaggttctg 
480 

acttatggtg aagaaggatt aaaagatggt 
540 

cacttictttg gggattttgg tttcatgttt 
600 

attccaagag gaagtgatat tattgtagat 
660 

ggaaattttg tggaagtagt tagaaacaaa 
720 

aagtgcaatt gtcggcaaga gatgcggacc 
78 0 

acccaggagg tggtctgcga cgaatgccct 
840 

ctggaagtag aaatagagcc tggggtgaga 
900 . 

ggtgagcctc acgtggatgg ggagcctgga 
960 

cacccaatat ttgaaaggag aggagatgat 
1020 

gagtcactgg ttggctttga gatggatatt 
1080 

tcccgggata agatcaccag gccaggagcg 
1140 

aactttgaca acaacaatat caagggctct 
1200 

aaagaacagt taacagagga agcgagagaa 
1260 

gtgcagaagg tatacaatgg actgcaagga 
1320 

taaaataagt gaataagcga tatttattat 
1380 

tttattttca atatgcaagt taggcttaat 
1440 



cgggactcgg gactcccggg aagtggaccg 
cggaccaggg agacccccgc gcccccccgg 
tggcgagccg acgcggcggc ggaggaggct 
agaggaacca tggctccgca gaacctgagc 
ggggcggtga ttgccggacg agatttctat 
ataaaggata ttaaaaaggc ctataggaaa 
cctgatgatc cacaagccca ggagaaattc 
tcagatagtg agaaacggaa acagtacgat 
catcagagct cccatggaga cattttttca 
ggaggaaccc ctcgtcagca agacagaaat 
ctagaagtca ctttggaaga agtatatgca 
cctgtggcaa ggcaggctcc tggcaaacgg 
acccagctgg gccctgggcg cttccaaatg 
aatgtcaaac tagtgaatga agaacgaacg 
gacggcatgg agtacccctt tattggagaa 
gatttacggt tccgaatcaa agttgtcaag 
ttgtacacaa atgtgacaat ctcattagtt 
actcacttgg atggtcacaa ggtacatatt 
aagctatgga agaaagggga agggctcccc 
ttgataatca cttttgatgt ggattttcca 
ggtatcaaac agctactgaa acaagggtca 
tattgagagt gaataaaatt ggactttgtt 
ctgcaaggtt tttttgtgtg tgtttttgtt 
ttttttatct aatgatcatc atgaaatgaa 
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gaggtcgggg ctgcggcagt gttcctggcc tccgaagcca acttctgcac gggcattgaa 
840 

ctgctcgtga cggggggtgc agagctgggg tacgggtgca aggccagtcg gagcaccccc 
900 

gtggacgccc ccgatatccc ttcctgattt ctctcatttc tacttggggc ccccttccta 
960 

ggactctccc accccaaact ccaacctgta tcagatgcag cccccaagcc cttagactct 
1020 

aagcccagtt agcaaggtgc cgggtcaccc tgcaggttcc cataaaaacg atttgcagcc 
1080 

agaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaa 
1125 

<210> 4644 

<211> 270 

<212> PRT 

<213> Homo sapiens 



<400> 4644 



Met 


Ala 


Thr 


Gly 


Thr 


Arg 


Tyr 


Ala 


Gly 


Lys 


Val Val 


val 


Val 


Thr 


Gly 


1 








5 










10 








15 




Gly 


Gly 


Arg 


Gly 


He 


Gly 


Ala 


Gly 


He 


Val 


Arg Ala 


Phe 


Val 


Asp 


Ser 








20 










25 








30 






Gly 


Ala 


Arg 


Val 


Val 


He 


Cys 


Asp 


Lys 


Asp 


Glu Ser Gly Gly 


Arg 


Ala 




35 










40 








45 








Leu 


Glu 


Gin 


Glu 


Leu 


Pro 


Gly 


Ala 


Val 


Phe 


He Leu 


Cys 


Asp 


val 


Thr 




50 










55 








60 










Gin 


Glu 


Asp 


Asp 


Met 


Lys 


Thr 


Leu 


Val 


Ser 


Glu Thr 


He 


Arg 


Arg 


Phe 


65 










70 










75 








80 


Gly 


Arg 


Leu 


Asp 


Cys 


Val 


Val 


Asn 


Asn 


Ala 


Gly His 


His 


Pro 


Pro 


Pro 










85 










90 








95 




Gin 


Arg 


Pro 


Glu 


Glu 


Thr 


Ser 


Ala 


Gin 


Gly 


Phe Arg 


Gin 


Leu 


Leu 


Glu 








106 










105 








110 






Leu 


Asn 


Leu 


Leu 


Gly 


Thr 


Tyr 


Thr 


Leu 


Thr 


Lys Leu 


Ala 


Leu 


Pro 


Tyr 






115 










120 








125 








Leu 


Arg 


Lys 


Ser 


Gin 


Gly 


Asn 


val 


He 


Asn 


He Ser 


Ser 


Leu 


Val 


Gly 




130 










135 








140 










Ala 


He 


Gly 


Gin 


Ala 


Gin 


Ala 


Val 


Pro 


Tyr 


Val » Ala 


Thr 


Lys 


Gly 


Ala 


145 










150 










155 








160 


Val 


Thr 


Ala 


Met 


Thr 


Lys 


Ala 


Leu 


Ala 


Leu 


Asp Glu 


Ser 


Pro 


Tyr 


Gly 










165 










170 








175 




Val 


Arg 


Val 


Asn 


Cys 


He 


Ser 


Pro 


Gly 


Asn 


He Trp 


Thr 


Pro 


Leu 


Trp 








180 










185 








190 






Glu 


Glu 


Leu 


Ala 


Ala 


Leu 


Met 


Pro 


Asp 


Pro 


Arg Ala 


Thr 


lie' 


Arg 


Glu 






195 










200 








205 








Gly 


Met 


Leu 


Ala 


Gin 


Pro 


Leu 


Gly 


Arg 


Met 


Gly Gin 


Pro 


Ala 


Glu 


Val 




210 










215 








220 










Gly 


Ala 


Ala 


Ala 


Val 


Phe 


Leu 


Ala 


Ser 


Glu 


Ala Asn 


Phe 


Cys 


Thr 


Gly 


225 










230 










235 








240 


He 


Glu 


Leu 


Leu 


val 


Thr 


Gly 


Gly 


Ala 


Glu 


Leu Gly Tyr Gly 


Cys 


Lys 










245 










250 








255 




Ala 


Ser 


Arg 


Ser 


Thr 


Pro 


val 


Asp 


Ala 


Pro 


Asp He 


Pro 


Ser 












260 










265 








270 
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145 

Gly Ala Ala Phe 

Glu Asp Val Asp 
180 

Ala Lys Leu Glu 
195 

Ser Lys Pro Asp 
210 

Thr Gly Lys Pro 
225 

Asn Leu Ala Pro 

Ala Gly Lys Pro 
260 

Glu Glu Ser Glu 
275 

Lys Arg Ser Lys 

290 
Cys Phe 
305 



150 

Gin Glu Asp Asp 
165 

Val Leu Lys Thr 

Lys Lys Thr Lys 
200 

val Ser Glu Glu 
215 

Glu Glu Ala Ser 
230 

Lys Ser Thr Ala 
245 

Pro Cys Gly Ala 

Ala Tyr Lys Ser 
280 

Glu Glu Ser Ala 
295 



155 

Val lie Met Leu 

^ 170 
Arg Met Glu Glu 
185 

Lys Pro Lys Ala 

Ala Pro Gly Pro 
220 

Leu Asp Ser Arg 
235 

Met Asn Glu Ser 
250 

Thr Lys Arg Ser 
265 

Leu Phe Thr Thr 

His Trp Val Thr 
300 



160 

Asn Gly Thr Lys 
175 

Arg Arg Leu Arg 
190 

Ala Glu Ser Val 
205 

Ser Lys Val Lys 

Glu Lys Lys Thr 
240 

Ser Ser Gly Lys 
255 

lie Ala Asp Ser 
270 

His Ser Ser Ala 
285 

His Thr Ser Tyr 



<210> 4643 

<211> 1125 

<212> DNA 

<213> Homo sapiens 

<400> 4643 

nntgaattcc gctggaagtc cagcctctat 
60 

tttggaggtg aaagaggccc agagtagaga 
120 

acgggaacgc gctatgccgg gaaggtggtg 
180 

gctgggatcg tgcgcgcctt cgtggacagc 
240 

gagtctgggg gccgggccct ggagcaggag 
300 

gtgactcagg aagatgatat gaagaccctg 
360 

ctggattgtg ttgtcaacaa cgctggccac 
420 

tctgcccagg gattccgcca gctgctggag 
480 

aagctcgccc tcccctacct gcggaagagt 
540 

gtgggggcaa tcggccaggc ccaggcagtt 
600 

gccatgacca aagctttggc cctggatgaa 
660 

tccccaggaa acatctggac cccgctgtgg 
720 

agggccacaa tccgagaggg catgctggcc 
780 



tgaggatttg atgcgacggc ctcacggggc 
gagagagaga ccgacgtaca cgggatggct 
gtcgtgaccg ggggcgggcg cggcatcgga 
ggg9 ccc 9 a 9 tggttatctg cgacaaggat 
ctccctggag ctgtctttat cctctgtgat 
gtttctgaga ccatccgccg atttggccgc 
cacccacccc cacagaggcc tgaggagacc 
ctgaacctac tggggacgta caccttgacc 
caagggaatg tcatcaacat ctccagcctg 
ccctatgtgg ccaccaaggg ggcagtaaca 
agtccatatg gtgtccgagt caactgtatc 
gaggagctgg cagccttaat gccagaccct 
cagccactgg gccgcatggg ccagcccgct 
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tgttctctct atagttctgt gtcataaagc tgtcctggcc agccttcaag ctggtgtggc 
1140 

cactcttgat gtgaggcgtg tcggttccag gggggacatg ggaggggctg cacagtggcc 
1200 

cgaggtcatg cttgcttcca cctgcaggtg catttggtcc tttccatggc caggaagccc 
1260 

tgtgggctgc actttttatg cttgcagtaa caagagactc cagagtcctc accggtgcag 
1320 

agttggcaca tattaattaa ctaaaattct aatgatcttg ctaccagcaa taaatcaagt 
1380 

aggccaagtg aaactgggct ttaaaaagga tggatttcaa atacactgtg cccactagaa 
1440 

gcttcgaagg gcctcgtccc tctgctacag ccctgggagg agccaggatc cttgttggtc 
1500 

tagctaaata ctgtcagggg agtgtgcccc atctcatcat ttcgaagata gcagagtcat 
1560 

agttgggcac ccggtgattg ggttcaaaaa taaagctggt ctgcctcttc aaaaaaaaaa 
1620 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa tttttttttt 
1680 

ggcccccccc aaaaaaaccc cccacccccc ccgcggcggg gtgttttttt ccccgcggcc 
1740 

gacccccctc cccccccggg ggggcgcggg ttggggggcc cccccccggc ccccccgtgt 
1800 

gggggggtgg ggggttgttt tttttttttg ttgaagtgtt tttcccaaaa aaaacaaaaa 
1860 

aaaaaagaga ggg 
1873 

<210> 4642 
<211> 306 
<212> PRT 

<213> Homo sapiens 
<400> 4642 

Met Gly Cys Asp Gly Gly Thr He Pro Lys Arg His Glu Leu Val Lys 
-1 5 10 15 

Gly Pro Lys Lys Val Glu Lys Val Asp Lys Asp Ala Glu Leu Val Ala 

20 25 30 

Gin Trp Asn Tyr Cys Thr Leu Ser Gin Glu He Leu Arg Arg Pro lie 

35 . 40 .45 

Val Ala Cys Glu Leu Gly Arg Leu Tyr Asn Lys Asp Ala Val He Glu 

50 55 60 

Phe Leu Leu Asp Lys Ser Ala Glu Lys Ala Leu Gly Lys Ala Ala Ser 
65 70 75 80 

His He Lys Ser He Lys Asn Val Thr Glu Leu Lys Leu Ser Asp Asn 

85 90 95 

Pro Ala Trp Glu Gly Asp Lys Gly Asn Thr Lys Gly Asp Lys His Asp 

100 105 11° 

Asp Leu Gin Arg Ala Arg Phe He Cys Pro Val Val Gly Leu Glu Met 

115 I 20 125 

Asn Gly Arg His Arg Phe Cys Phe Leu Arg Cys Cys Gly Cys Val Phe 

130' 135 140 

Ser Glu Arg Ala Leu Lys Glu lie Lys Ala Glu Val Cys His Thr Cys 
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<400> 4640 

Met Asn Thr He Gly Phe His Lys Ser Phe Cys Cys Cys Leu Asp Ser 

1-5 10 15 

Pro- Cys Phe Phe Leu Glu Arg Asn lie Pro Asn Phe Leu Leu Leu Leu 

20 25 30 

Leu Arg Arg Ser Phe Ala Leu Val Ala Gin Ala Arg Val Gin Trp Arg 

35 40 45 

Asp Leu Ser Ser Leu Gin Pro Pro Pro Pro Arg Leu Lys Arg Phe Ser 

50 55 60 

His Leu Ser Leu Pro Ser Ser 
65 70 

<210> 4641 
<211> 1873 
<212> DNA 

<213> Homo sapiens 
<400> 4641 

rmgggatttc gcgggaaatc ccggaagtga cagctttggg ggtttgctgc tggctctgac 
60 

tcccgtcctg cgatgggttg cgacggggga acaatcccca agaggcatga actggtgaag 
120 

gggccgaaga aggttgagaa ggtcgacaaa gatgctgaat tagtggccca atggaactat 
180 

tgtactctaa gtcaggaaat attaagacga ccaatagttg cctgtgaact tggcagactt 
240 

tataacaaag atgccgtcat tgaatttctc ttggacaaat ctgcagaaaa ggctcttggg 
300 

aaggcagcat ctcacattaa aagcattaag aatgtgacag agctgaagct ttctgataat 
360 

cctgcctggg aaggggataa aggaaacact aaaggtgaca agcacgatga cctccagcgg 
420 

gcgcgtttca tctgccccgt tgtgggcctg gagatgaacg gccgacacag gttctgcttc 
480 

cttcggtgct gcggctgtgt gttttctgag cgagccttga aagagataaa agcggaagtt 
540 

tgccacacgt gtggggctgc cttccaggag gatgatgtca tcatgctcaa tggcaccaag 
600 

gaggatgtgg acgtgctgaa gacaaggatg gaggagagaa ggctgagagc gaagctggaa 
660 

aagaaaacaa agaaacccaa ggcagcagag tctgtttcaa aaccagatgt cagtgaagaa 
720 

gccccagggc catcaaaagt taagacaggg aagcctgaag aagccagcct tgattctaga 
780 

gagaagaaaa ccaacttggc tcccaaaagc acagcaatga atgagagctc ttctggaaaa 
840 

gctgggaagc ctccgtgtgg agccacaaag aggtccatcg ctgacagtga agaatcggag 
900 

gcctacaagt ccctctttac cactcacagc tccgccaagc gctccaagga ggagtctgcc 
960 

cactgggtca cccacacgtc ctactgcttc tgaagcccgc actgccaccg ctcctgcccc 
1020 

agaaggttgt ttagtttcca cgtaggcagg tcgctttgtg cctctgagtg cgctgctgtg 
1080 
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385 390 395 400 

Glu Asp Gly Gly Ala Leu Arg Gly Glu Val He Pro Glu His Glu Phe 

405 410 415 

Ala Thr Gly Pro Val Cys Leu Asp Asp Glu Asn Glu Phe Pro Pro He 

420 425 430 

He Leu Cys Arg Gly Asn Gin Lys Gly Lys Thr Lys Gin Ser 
435 440 445 

<210> 4639 
<211> 1007 
<212> DNA 

<213> Homo sapiens 
<400> 4639 

nntttttttt aaaacaaaac attttattta atgcagaaat tctaaggtac aaaaacattt 
60 

tgtaaatgtc agctgtgatc tactttcacc tagttacaga gttatgtaca aatcaagtca 
120 

ttaacatttt caatgtcaaa aatacagcac gctgttaaga gttctgtcag tgctcattat 
180 

cccactagat cccacaaagg gcaaactcaa agatgaaaca aaggcaacgc catcaataac 
240 

caccatattc cacaggcttt ctcccctagg acgtactaac agggagtttc cacagggaaa 
300 

aattctcttt taaaaaatta acagtaaaaa taggagttac ttactatcta gatgaacaca 
360 

attggttttc acaaaagctt ttgctgctgt ctggactcac catgcttttt tcttgagaga 
420 

aacataccaa actttttgtt gttgttgttg agacggagtt tcgctcttgt tgcccaggct 
480 

agagtgcaat ggcgtgatct cagctcactg caacctccgc ctcccaggct caagcgattc 
540 

tcccacctca gcctcccaag tagctaggac tacaggtgtg tgccaccaca cccagctaat 
600 

tttnnctgta gagacggtnn ttcaccatgt tgcccagact ggtctcaaat tcctgggctc 
660 

aagcaatcta acccccttgg cctcccaaag tgctgggata acaggtgtga gccaccatac 
720 

ccagctacaa agactctttt cccacataag gtcacattca cagggtccaa gtagacatct 
780 

cttttcaggg gaccacagtt caacccacta caactaagca gtgccacact tttcttcagg 
840 

tgggtgtggc ttattggatg tttcattttt aggtgacctt ggccccttgc tgaagaaggg 
900 

atagacccat gccctctgca gaagggctga ggtttaggca aggccaattc cttcccctgt 
960 

ctcatggcat taacgttcct atgcccggta ggtgtcattc tgctagc 
1007 

<210> 4640 
<211> 71 
<212> PRT 

"<213> Homo sapiens 
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<211> 446 
<212> PRT 

<213> Homo sapiens 
<400> 4638 . « 

Met Glu Ala Glu Ala Ala Asp Ala Pro Pro Gly Gly Val Glu Ser Ala 

1 5 10 15 

Leu Ser Cys Phe Ser Phe Asn Gin Asp Cys Thr Ser Leu Ala lie Gly 

20 25 30 

Thr Lys Ala Gly Tyr Lys Leu Phe Ser Leu Ser Ser Val Glu Gin Leu 

35 .40 45 

Asp Gin Val His Gly Ser Asn Glu lie Pro Asp Val Tyr lie Val Glu 

50 55 60 

Arg Leu Phe Ser Ser Ser Leu Val Val Val Val Ser His Thr Lys Pro 
65 70 75 80 

Arg Gin Met Asn Val Tyr His Phe Lys Lys Gly Thr Glu He Cys Asn 

85 90 95 

Tyr Ser Tyr Ser Ser Asn He Leu Ser He Arg Leu Asn Arg Gin Arg 

100 105 HO 

Leu Leu Val Cys Leu Glu Glu Ser He Tyr He His Asn He Lys Asp 

115 120 125 

Met Lys Leu Leu Lys Thr Leu Leu Asp He Pro Ala Asn Pro Thr Gly 

130 135 140 

Leu Cys Ala Leu Ser He Asn His Ser Asn Ser Tyr Leu Ala Tyr Pro 
145 150 155 160 

Gly Ser Leu Thr Ser Gly Glu lie Val Leu Tyr Asp Gly Asn Ser Leu 

165 170 175 

Lys Thr Val Cys Thr He Ala Ala His Glu Gly Thr Leu Ala Ala He 

180 185 190 

Thr Phe Asn Ala Ser Gly Ser Lys Leu Ala Ser Ala Ser Glu Lys Gly 

195 200 205 

Thr Val He Arg Val Phe Ser Val Pro Asp Gly Gin Lys Leu Tyr Glu 

210 215 220 

Phe Arg Arg Gly Met Lys Arg Tyr Val Thr He Ser Ser Leu Val Phe 
225 230 235 240 

Ser Met Asp Ser Gin Phe Leu Cys Ala Ser Ser Asn Thr Glu Thr Val 

245 250 255 

His He Phe Lys Leu Glu Gin Val Thr Asn Ser Arg Pro Glu Glu Pro 

260 265 270 

Ser Thr Trp Ser Gly Tyr Met Gly Lys Met Phe Met Ala Ala Thr Asn 

275 280 285 

Tyr Leu Pro Thr Gin Val Ser Asp Met Met His Gin Asp Arg Ala Phe 

290 295 300 

Ala Thr Ala Arg Leu Asn Phe Ser Gly Gin Arg Asn He Cys Thr Leu 
305 310 315 320 

Ser Thr He Gin Lys Leu Pro Arg Leu Leu Val Ala Ser Ser Ser Gly 

325 330 335 

His Leu Tyr Met Tyr Asn Leu Asp Pro Gin Asp Gly Gly Glu Cys Val 

340 345 350 

Leu He Lys Thr His Ser Leu Leu Gly Ser Gly Thr Thr Glu Glu Asn 

355 360 365 

Lys Glu Asn Asp Leu Arg Pro Ser Leu Pro Gin Ser Tyr Ala Ala Thr 

370 375 380 

Val Ala Arg Pro Ser Ala Ser Ser Ala Ser Thr Val Pro Gly Tyr Ser 
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ggctccaaac tagcaagtgc gtctgaaaaa ggcacagtca tccgggtgtt ctctgtccct 

g^tgggcaaa agctctatga gttccggaga gggatgaaaa ggtatgtgac aatcagctct 

ctagtgttca gtatggattc acaattcctc tgcgccCcca gtaacaccga gacggtacac 

atcttcaagc tggaacaggt caccaacagt cgaccagaag agccttcgac ctggagtggc 
900 

tacatgggaa agatgtttat ggctgctacc aactacctcc ctacccaggt gtcagacatg 

atgcatcagg acagggcttt tgccactgca cgcttgaact tctccggaca gaggaacatc 
1020 

tgtaccctct caacgatcca gaagttgcca cggctgctag ttgcgtcatc cagtggacac 
1080 

ctttatatgt acaatttgga tcctcaggat ggaggagagt gtgtcttaat caaaacccac 

agcttgcttg gctcaggaac aacagaagag aataaagaaa atgacctcag accttcctta 

cctcagtctt atgcagcgac cgtagccaga ccaagtgcat cttcagcctc cacggtgcca 
1260 

ggttattctg aggacggcgg ggcgctgcga ggagaagtta ttcctgaaca tgagtttgcg 
1320 

acgggaccag tgtgtcttga tgatgagaat gagtttcctc ctataatctt gtgccgtgga 

aatcagaagg gcaaaacgaa gcagtcatga tgagaagcac accccagaaa tcaggacatc 
1440 

ccccctatca ggtggttttg gagaaaacaa ggaaggcgga agaatggagt gcaattgtgt 

gagcagaaag gggggcagga atcccgggtg ctccactgct taaaccacag gacctggtta 
1560 

actcctcacc aagcttccca cgaccctggt tgccaatggg cgcgggagac attgtataca 
1620 " 

catcatgcta tttaaaatac gttcaaacta tagtgtaaat gctaattaac catattggta 
1680 

tataaccgga attttatatt aaaaggggcc tcctttttaa atatatgccg tgtaaaaaat 

gtacttatag gaacatctct ttgaattgta tttcttgtat attacatact tagagagaga 
1800 

ctcttttagc caggcaaagt cttttttggc tgtggctgga ataaatcatt tattacttgg 
1860 

gagtcccatt ttggacacta ataataaaat catggcaatg catttttgag gtttttatat 
1920 

atttttttgt ttccttgtgg ttatagggga caggaggaac tctttaactt cttttaaatg 
1980 

cagtcatttc acccttaaaa ggagaggaag gggattgggc cacagactta tccatggact 
2040 

cgtctgctct gagatctgga aaacgaccta actttggtct aaatctgtgc tcctcaaggc 



2100 

attgtttgat agaaatgtag gatttcagga tctactcgag ccctactgag acggaatccg 

2160 

ga 

2162 

<210> 4638 
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gcctaccctg gccacagtca gttcccattc tcattttcta agaattttat cacaaaacag 
360 

tttgtcttga ggctgagatg gggg 
384 

<210> 4636 

<211> 108 

<212> PRT 

<213> Homo sapiens 

<400> 4636 



Met 


Leu 


Gly 


Gly 


Pro Val 


Cys 


Ser 


Tyr 


Glu 


Leu Gly 


Gly 


Cys 


Pro 


Val 


l 








5 








10 








15 




Thr 


Arg 


Val 


Leu 


Gly Gin 


Pro 


Arg 


Lys 


Leu 


Phe Ser 


He 


Gly Trp 


Gly 








20 








25 








30 






Lys 


Glu 


Val 


Lys 


Trp Gly 


Pro 


Arg 


Arg 


Lys 


Ala Gly 


Gly 


Val 


Trp 


Ala 






35 








40 








45 








Glu 


Pro 


Ala 


Ser 


Gly Gly' 


Leu 


Pro 


Pro 


Pro 


Glu Asp 


Glu 


Phe 


Cys 


Ser 




50 








55 








60 










Pro 


Gly 


Val 


Cys 


Thr Leu 


Thr 


Leu 


Ala 


His 


Ser Leu 


Thr 


His 


Lys 


Thr 


65 








70 










75 








80 


Leu 


Thr 


Leu 


Cys 


Phe Phe 


Trp Gly Glu 


Gly 


Gly His 


Trp 


Gin 


Lys 


Arg 










85 








90 








95 




Leu 


Pro 


Trp 


Pro 


Gin Ser 


Val 


Pro 


He 


Leu 


He Phe 











100 105 



<210> 4637 

<211> 2162 

<212> DNA 

<213> Homo sapiens 

<400> 4637 

nnggcgcggg cgggctgctg aggtggctgt cgccggctcc gagctgcggc ttcccgggcc 
60 

gagcccccga tggaggccga ggccgcggac gctcccccgg gcggggttga gtcggcgctc 
120 

agctgcttct ctttcaacca ggactgcaca tccctagcaa ttggaactaa agccgggtat 
180 

aagctgtttt ctctgagttc tgtggagcag ctggatcaag tccacggaag caatgaaatc 
240 

ccggacgtct acatcgtgga gcgcctcttc tccagcagcc tggtggtggt agtcagtcac 
300 

acaaaaccac ggcagatgaa cgtgtatcac ttcaagaaag gcacagagat ctgtaattac 
360 

agctactcca gcaacatctt gtccataagg ctgaaccggc aaaggctgct ggtttgccta 
420 

gaagagtcca tttatattca caacattaaa gacatgaagc tgttgaagac cctcctggat 
480 

attcctgcaa acccaacagg tctatgtgct ctctctatca accattccaa ttcttacctg 
540 

gcctatcctg gaagcctgac ttcaggggag attgtgcttt atgatggaaa ctccctgaaa 
600 

acagtctgca ctattgctgc ccatgaggga acactagctg ccatcacctt caatgcctca 
660 
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<211> 242 
<212> PRT 

<213> Homo sapiens 



<400> 4634 



Met 


Leu 


Gin Glu . Leu . Asp Lys Thr Pro Gly Glu 


Ser 


Leu 


"His 


Gly Tyr 


l 






5 


10 










15 




Arg 


He 


Cys 


He Gin Ala 


He Leu Gin Asp 


Lys 


Pro 


Lys 


He 


Ala 


Thr 




20 


25 








3 0, 






Ala 


Asn 


Leu Gly Lys Phe 


Leu Glu Leu Leu 


Arg 


Ser 


His 


Gin 


Ser Arg 






35 




40 






45 








Pro 


Ala 


Lys 


Cys Leu Thr 


lie Met Trp Ala Leu Gly Gin 


Ala 


Gly 


Phe 




50 






55 




60 










Ala 


Asn 


Leu 


Thr Glu Gly 


Leu Lys Val Trp 


Leu Gly 


He 


Met 


Leu 


Pro 


65 






70 




75 










80 


Val 


Leu Gly 


He Lys Ser 


Leu Ser Pro Phe 


Ala 


He 


Thr 


Tyr 


Leu 


Asp 








85 


90 










95 




Arg 


Leu 


Leu 


Leu Met His 


Pro Asn Leu Thr 


Lys 


Gly 


Phe 


Gly Met 


He 






100 


105 








110 






Gly 


Pro 


Lys 


Asp Phe Phe 


Pro Leu Leu Asp 


Phe 


Ala 


Tyr 


Met 


Pro 


Asn 




115 




120 






12 5 








Asn 


Ser 


Leu 


Thr Pro Ser 


Leu Gin Glu Gin 


Leu 


Cys 


Gin 


Leu Tyr 


Pro 




130 






135 




140 










Arg 


Leu 


Lys 


Val Leu Ala Phe Gly Ala Lys 


Pro 


Asp 


Ser 


Thr 


Leu 


His 


145 






150 




155 










160 


Thr 


Tyr 


Phe 


Pro Ser Phe 


Leu Ser Arg Ala 


Thr 


Pro 


Ser 


Cys 


Pro 


Pro 






165 


170 










175 




Glu 


Met 


Lys 


Lys Glu Leu 


Leu Ser Ser Leu 


Thr 


Glu 


Cys 


Leu 


Thr 


Val 






180 


185 








190 






Asp 


Pro 


Leu 


Ser Ala Ser 


Val Trp Arg Gin 


Leu 


Tyr 


Pro 


Lys 


His 


Leu 




195 




200 






205 








Ser 


Gin 


Ser 


Ser Leu Leu 


Leu Glu His Leu 


Leu 


Ser 


Ser 


Trp 


Glu 


Gin 




210 






215 




220 










He 


Pro 


Lys 


Lys Val Gin 


Lys Ser Leu Gin 


Glu 


Thr 


He 


Gin 


Ser 


Leu 


225 






230 




235 










240 



Lys Leu 



<210> 4635 
<211> 384 
<212> DNA 

<213> Homo sapiens 
<400> 4635 

acgcgtgaag ggtgatgtta ggaggaccag tgtgcagcta tgagctagga ggctgcccag 
60 

ttacaagagt cctgggtcag cccagaaagc ttttctccat tggttggggg aaggaggtga 
120 

agtggggccc gaggaggaag gccggtggtg tgtgggcaga gccagccagt ggtggccttc 
180 

ctcctcccga agatgagttt tgtagcccag gtgtttgcac actcacactt gctcactccc 
240 

tcacacacaa aaccctcact ctttgctttt tctggggaga gggaggccac tggcagaagc 
300 
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260 










265 










270 






Ser 


Cor* 


Pro 
275 


Ala 


Gin 


Gin 


Ala 


Glu 
280 


Asn 


Glu 


Ala 


Lys 


Ala 
285 


Ser 


Ser 


Ser 


lie 


Leu 
290 


lie 


Asp 


Glu 


Ser 


Glu 
295 


Pro 


Thr 


Thr 


Asn 


lie 
300 


Gin 


He 


Arg 


Leu 


Ala 


Asp 


Gly 


Gly 


Arg 


Leu 


Val 


Gin 


Lys 


Phe 


Asn 


His 


Ser 


His 


Arg 


He 


305 










310 










315 










320 


Ser 


Asp 


lie 


Arg 


Leu 
32 5 


Phe 


lie 


Val 


Asp 


Ala 
330 


Arg 


Pro 


Ala 


Met 


Ala 
335 


Ala 


Thr 


Ser 


Phe 


He 
340 


Leu 


Met 


Thr 


Thr 


Phe 
345 


Pro 


Asn 


Lys 


Glu 


Leu 
350 


Ala 


Asp 


Glu 


Ser 


Gin 
355 


Thr 


Leu 


Lys 


Glu 


Ala 
360 


Asn 


Leu 


Leu 


Asn 


Ala 
365 


Val 


He 


val 


Gin 


Arg 


Leu 


Thr 



























370 



<210> 4633 

<211> 873 

<212> DNA 

<213> Homo sapiens 

<400> 4633 

aagcttgagg gactgaatgg tttcttgcaa agacttctgt accttcttgg gaatctgetc 
60 

ccaggagctg ageaagtget ccagcagaag gctggactgt gaeaggtget tagggtacag 
120 

ctgcctccag acgctggcac tgagggggtc caccgtcagg cactcagtca ggctgctcag 
180 " 

gagctctttc ttcatctcag ggggacagct aggggtggct ctggacagga aagaagggaa 
240 . . / 

gtaggtatgc agggtggaat ccggctttgc tccaaatgcc agcactttca gtcgggggta 

300 

gagctgacac agctgctcct gcaggctggg tgtcagggag ttgttcggca tataggcaaa 
360 

gtccagaagt gggaagaagt ccttggggcc aatcatgccg aagcccttgg taaggttggg 
420 

atgeatcagg ageagecgat ccaggtatgt gatggcaaag ggagacagag acttgatgee 
480 

cagcacaggc agcatgatcc ccagccacac tttcagtccc tcggtgaggt tggcaaaacc 
540 

tgcttgaccc agggcccaca tgatggtgag acactttget ggteggctet ggtgggacct 
600 

cagcagttcc aggaacttgc ctaggtttgc cgtggcaatc ttgggcttgt ettgeaggat 
660 

ggcctggata cagatgeggt aaccatgtag tgactcccct ggtgtcttat ccagctcttg 
720 

caacatggtg aacagacagt gggccctggg tcaagcaggt tttgccaacc tcactgaggg 
780 

actgaaagtg tggctgggga tcatgctgcc tgtgctgggc atcaagtctc tgtctccctt 
840 

tgccatcacc cccttcacgc ggteggagag age 
873 

<210> 4634 
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ttggatggaa ccctttcccg tattaaacaa accagagaca gaatcagtgc tgactcagga 
2400 

tctcctggtt tggaatcgta atgtgcctca atcctctttc caagcaggcc tcaccagtct 
2460 

ctttctcttt cctgcttcac ccctgcaatg agccaagaac caacactaca tccacctaga 
2520 

actgcagaag ggcttgtggt ttcaaccaag acccatcctg agcaagggac ttggcttggt 
2580 

gcttttgatc ccaaagttcc cacaccggca gtggcctgct ggggcaatgg catctgtcac 
2640 

ggtgttttct ccagcaggtg gagattatgg aacctacata tgggtctgga aaaactgtac 
2700 

actgttgtca ccttgaccat taaaaaccag aatgaggaca aaaaaaaaaa aaaaaa 
2756 

<210> 4632 
<211> 372 
<212> PRT 

<213> Homo sapiens 
<400> 4632 



Met 


Ala 


Ala 


Glu 


Arg 


Gin 


Glu 


Ala 


Leu 


Arg 


Glu 


Phe 


Val 


Ala 


Val 


Thr 


1 








5 










10 










15 




Gly Ala 


Glu 


Glu 


Asp 


Arg 


Ala 


Arg 


Phe 


Phe 


Leu 


Glu 


Ser 


Ala 


Gly 


Trp 








20 










25 










30 






Asp 


Leu 


Gin 


He 


Ala 


Leu 


Ala 


Ser 


Phe 


Tyr 


Glu 


Asp 


Gly 


Gly 


Asp 


Glu 




35 










40. 










45 








Asp 


lie 


Val 


Thr 


He 


Ser 


Gin 


Ala 


Thr 


Pro 


Ser 


Ser 


Val 


Ser 


Arg 


Gly 


50 










55 










60 










Thr 


Ala 


Pro 


Ser 


Asp 


Asn 


Arg 


Val 


Thr 


Ser 


Phe 


Arg 


Asp 


Leu 


He 


His 


65 










70 










75 










80 


Asp 


Gin 


Asp 


Glu 


Asp 


Glu 


Glu 


Glu 


Glu 


Glu 


Gly Gin 


Arg 


Ser 


Arg 


Phe 








85 










90 










95 




Tyr Ala Gly 


Gly 


Ser 


Glu 


Arg 


Ser 


Gly Gin 


Gin 


Xle 


Val 


Gly 


Pro 


'pro 








100 










105 










110 






Arg 


Lys 


Lys 


Ser 


Pro 


Asn 


Glu 


Leu 


Val 


Asp 


Asp 


Leu 


Phe 


Lys 


Gly 


Ala 


115 










120 










125 








Lys 


Glu 


His 


Gly 


Ala 


val 


Ala 


Val 


Glu Arg 


Val 


Thr 


Lys 


Ser 


Pro 


Gly 


130 










135 










14 0 










Glu 


Thr 


Ser 


Lys 


Pro 


Arg 


Pro 


Phe 


Ala Gly 


Gly Gly 


Tyr 


Arg 


Leu 


Gly 


14 5 








150 










155 










160 


Ala 


Ala 


Pro 


Glu 


Glu 


Glu 


Ser 


Ala 


Tyr 


Val 


Ala Gly 


Glu 


Lys 


Arg 


Gin 










165 










170 










175 




His 


Ser 


Ser 


Gin 


Asp 


Val 


His 


Val 


Val 


Leu 


Lys 


Leu 


Trp 


Lys 


Ser 


Gly 








180 










185 










190 






Phe 


Ser 


Leu 


Asp 


Asn Gly Glu 


Leu 


Arg 


Ser 


Tyr 


Gin 


Asp 


Pro 


Ser 


Asn 






195 










200 










205 








Ala 


Gin 


Phe 


Leu 


Glu 


Ser 


He 


Arg 


Arg Gly 


Glu 


Val 


Pro 


Ala 


Glu 


Leu 




210 










215 










220 










Arg 


Arg 


Leu 


Ala 


His 


Gly Gly Gin 


val 


Asn 


Leu 


Asp 


Met 


Glu 


Asp 


His 


225 








230 










235 










240 


Arg 


Asp 


Glu 


Asp 


Phe 


Val 


Lys 


Pro 


Lys 


Gly 


Ala 


Phe 


Lys 


Ala 


Phe 


Thr 








245 










250 










255 




Gly Glu Gly 


Gin 


Lys 


Leu Gly 


Ser 


Thr 


Ala 


Pro 


Gin 


Val 


Leu 


Ser 


Thr 



3830 



WO 00/58473 



PCT/US00/08621 



gctcacggtg gacaggtgaa cttggatatg gaggaccatc gggacgagga ctttgtgaag 
780 

cccaaaggag ccttcaaagc cttcactggc gagggtcaga aactgggcag cactgccccc 
840 

caggtgttga gtaccagctc tccagcccaa caggcagaaa atgaagccaa agccagctct 
900 

tccatcttaa tcgacgaatc agagcctacc acaaacatcc aaattcggct tgcagacggc 
960 

gggaggctgg tgcagaaatt taaccacagc cacaggatca gcgacatccg* actcttcatc 
1020 

gtggatgccc ggccagccat ggctgccacc agctttatcc tcatgactac tttcccgaac 
1080 

aaagagctgg ctgatgagag ccagaccctg aaggaagcca acctgctcaa tgctgtcatc 
1140 

gtgcagcggt taacataacc gcccagccag : ctgcctggcc tccctcctgt gtttcccatg 
1200 

gccagtggcc atgccccatg gggatcgccc ctcctgcccc cttgtgcata cccagcagtc 
1260 

cagtgcaacg tctcctccat agctctgggt tcttagatct tggttggacg tttgttttct 
1320 

ccttagttgc atttcctggg tttttgtgat gatcaatgga ctttaatgaa aaaaaaaata 
1380 

aaaacaacca aaaaaattga aggaatatca ccagcatgtt gtacggaaac tctcccactg 
1440 

aagcaggctt taattgcttt aaaattatat ttatcttggg gcctgtggga ggaaacttcc 
1500. 

ttccatcttc tctgcataaa aacttgtggc acacaatgct tattcactag tgtgtcccac 
1560 

ccgccagccc cacagatgac tggaggaagg aggggaaatg tgtagaaaga ggcttcgcca 
1620 

ccacttgttc ccacgagaat atgtcacttg cccagataaa actgggcggc agccagagtt 
1680 

ccctgaagtg ggaagtcaga gctccatgca cacagtgtct tcagaaggtg aaaataaata 
1740 

tttccctgtg ctccttttac tcaacccctg gggtatctaa tcttgccagg tcttggccag 
1800 

ttgagattct gttccacctg cctgcctggc cctttcctcc attaccatcc agactgctcg 
1860 

cctcctgggg attctcaggg gctccattat ggcttgattt actccacgtg cagaagtctt 
1920 

gagtggacct aggaggtagg tgggatattt tttttcacta ggatacagct catgccaacc 
1980 

catcctaagt gagttcagaa tcagggtatc ttgccctata agataaacag tcaaaatgcc 
2040 

accgagctgt tcattagtga tgtgtggcaa atcaaatcaa. ctgttgaaga aggggtgagt 
2100 

tttctgtgct acaagcacct gtcactgttg gtacttgcag gaggcttctg ctgggtatgt 
2160 

tttggaagtg agtgtcacta cttggctttg cttagcaggt tctgcttcac acttgttctt 
2220 

tgacctgctg acttgtgact tgcagaaaca taggcagtag tcctagcctg gtaaagaccc 
2280 

tccaccaccc ctataagttt gattgctatg caggtttggg agaggaggcc tattgggctc 
2340 



3829 



WO 00/58473 



PCT/USOO/08621 



<211> 140 

<212> PRT 1 
<213> Homo sapiens 

<400> 4630 - 

Met Val Asn Arg Glu Arg Glu Gly Gly Pro Trp Lys Cys Val Trp Val 
.1 ,5 - 10 15 

Leu Gly Gly Pro Pro Glu Trp Gly Glu Leu Arg Ala Asp Ser Ser Ser 
, 20 25 30 

Arg Asp Gin Gly Ala Leu Ser Leu Ser Arg Met Gly Arg Asp Ala Ser 

35 40 45 

Ser Trp Ala Leu Arg Val Ser Val Phe Pro Gin He Gly Lys Met Arg 

50 55 60 

Gly Arg Gly Gly Tyr Trp Gly Gin Ala Ser Ala Gin Pro Trp Val Leu 
65 70 75 80 

Leu Glu Pro Gly Leu Glu Pro. Glu Val Gly Arg Val Ser Lys Leu Ser 

85 90 95 

Ser Trp He Pro He Cys Arg Thr Ala Pro -Arg Thr Arg Ser Gly Val 

100 105 HO 

Arg Ala His Pro Leu Ala Arg He Leu Gly Ser Leu Gly His Lys Ala 

115 120 125 

Gly Gin Gly Thr Arg Asp Pro Pro Thr Gin Glu Thr 
130 135 140 

<210> 4631 

<211> 2756 

<212> DNA 

<213> Homo sapiens 

<400> 4631 

cggccgccgg agcgctttgg gaaggcgcac ggggcgaaga tggcggcgga gcgacaggag 
60 

gcgctgaggg agttcgtggc ggtgacgggc gccgaggagg accgggcccg cttctttctc 
120 

gagtcggccg gctgggactt gcagatcgcg ctagcgagct tttatgagga cggaggggat 
180 

gaagacattg tgaccatttc gcaggcaacc cccagttcag tgtccagagg cacagccccc 
240 

agtgataata gagtgacatc cttcagagac ctcattcatg accaagatga agatgaggag 
300 

gaagaggaag gccagaggag caggttttat gctgggggct cagagagaag tggacagcag 
360 

attgttggcc ctcccaggaa gaaaagtccc aacgagctgg tggatgatct ctttaaaggt 
420 

gccaaagagc atggagctgt agctgtggag cgagtgacca agagccctgg agagaccagt 
480 

aaaccgagac catttgcagg aggtggctac cgccttgggg cagcaccaga ggaagagtct 
540 

gcctatgtgg caggagaaaa gaggcagcat tccagccaag atgttcatgt agtattgaaa 
600 

ctctggaaga gtggattcag cctggataat ggagaactca gaagctacca agacccatcc 
660 

aatgcccagt ttctggagtc tatccgcaga ggggaggtgc cagcagagct tcggaggcta 
720 
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305 




310 




315 










320 


Gly Met Leu Val 


Pro 


lie Gly Asp 


Lys 


Pro Ser 


Ser 


He 


Ala 


Asp 


Arg 




325 






330 








335 




Phe Tyr Leu Gly 


Gly 


Pro Thr Ser 


Val 


Arg Gly 


Phe 


Ser 


Met 


His 


Ser 


340 






345 








350 






lie Gly Pro Gin 


Ser 


Glu Gly Asp 


Tyr, Leu Gly 


Gly 


Glu 


Ala 


Tyr 


Trp 


355 




360 








365 








Ala Gly Gly Leu 


His 


Leu Tyr Thr 


Pro 


Leu Pro 


Phe 


Arg 


Pro 


Gly 


Gin 


370 




375 






380 










Gly Gly Phe Gly 


Glu 


Leu Phe Arg 


Thr 


His Phe 


Phe 


Leu 


Asn 


Ala 


Gly 


385 




390 




395 










400 


Asn Leu Cys Asn 


Leu Asn Tyr Gly Glu 


Gly Pro 


Lys 


Ala 


His 


He 


Arg 




405 






410 








415 




Lys Leu Ala Glu 


Cys 


lie Arg Trp 


Ser 


Tyr Gly 


Ala 


Gly 


He 


val 


Leu 


420 






425 








4 30 






Arg Leu Gly Asn 


lie 


Ala Arg Leu 


Glu 


Leu Asn 


Tyr 


Cys 


val 


Pro 


Met 


435 




440 








445 








Gly Val Gin Thr 


Gly Asp Arg lie 


Cys 


Asp Gly 


val 


Gin 


Phe 


Gly 


Ala 


450 




455 






460 











Gly He Arg Phe Leu 
465 



<210> 4629 
<211> 706 
<212> DNA 
<213> Homo 

<400> 4629 
acgcgtgggc 
60 

tcctcccgcg 
120 

agcacccgca 
180 

cctgatctct 
240 

ccatttctag 
300 

gtcccctgtc 
360 

accccactcc 
420 

accctcccca 
480 

tgtccccaat 
540 

aaagcccagc 
600 

ctcgaggaat 
660 

ttccacggac 
706 



sapiens 

cggagaccca 
gcggtccgct 
ttgcttcggc 
agcctagctc 
gccagcggcc 
ctgctttgtg 
tggttctggg 
cctccggctc 
atcctcccct 
tggaggcatc 
ctgccctcag 
caccctctct 



gcgtgggggg 
ccttaagtcc 
cctagtgcag 
aaagcctcca 
cagctgccag 
gccaagggag 
tgcagttcgg 
caagcccggt 
gcccctcatc 
tctgcccatt 
ctccccccat 
ctccctattg 



cgcagaggga 
cctgtgcgtc 
gggcagcacg 
ccaggatcgg 
cttcacgtct 
cccaggatcc 
cagatgggaa 
tccaagagga 
tttcctattt 
ctgcttagac 
tctgggggtc 
accatgccct 



gtccccctga 
acctccttgc 
tgcgcactga 
gtggcagctt 
cctgagttgg 
tggccagagg 
tccaggagct 
cccagggctg 
gagggaagac 
ttagcgcacc 
cacccaacac 
cctctc 



gctgggcgcg 
gtcggtcgcc 
accctggagt 
ccatttgagg 
gggatctctg 
atgggcccgc 
cagcttggac 
agcagaggct 
tgacaccctc 
ctggtctctg 
ccacacacac 



<210> 4630 
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gctgggataa ggttcctgta gccgacaccc ctacaggaga agctctggga ctggggcagc 
1560 

agcaaggcgc ccatgccaca caccgtctct cgaggaaacg cggttcagcg attctttgac 
1620 

tgcggaccct gtgggaaacc ccgtcaataa atgttaaaga cacactcaaa aaaaaaaaaa 
1680 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaa 
1736 

<210> 4628 
<211> 469 
<212> PRT 

<213> Homo sapiens 
<400> 4628 

Met Gly Thr Val His Ala Arg Ser Leu Glu Pro Leu Pro Ser Ser Gly 

1 5 10 15 

Pro Asp Phe Gly Gly Leu Gly Glu Glu Ala Glu Phe Val Glu Val Glu 

20 25 30 

Pro Glu Ala Lys Gin Glu lie Leu Glu Asn Lys Asp Val Val Val Gin 

35 40 45 

His Val His Phe Asp Gly Leu Gly Arg Thr Lys Asp Asp lie lie lie 

50 55 60 

Cys Glu lie Gly Asp Val Phe Lys Ala Lys Asn Leu lie Glu Val Met 
65 70 75 80 

Arg Lys Ser His Glu Ala Arg Glu Lys Leu Leu Arg Leu Gly lie Phe 

85 90 95 

Arg Gin Val Asp Val Leu lie Asp Thr Cys Gin Gly Asp Gly Ala Leu 

100 105 110 

Pro Asn Gly Leu Asp Val Thr Phe Glu Val Thr Glu Leu Arg Arg Leu 

115 120 125 

Thr Gly Ser Tyr Asn Thr Met Val Gly Asn Asn Glu Gly Ser Met Val 

130 135 140 

Leu Gly Leu Lys Leu Pro Asn Leu Leu Gly Arg Ala Glu Lys Val Thr 
145. 150 155 160 

Phe Gin Phe Ser Tyr Gly Thr Lys Glu Thr Ser Tyr Gly Leu Ser Phe 

165 170 175 

Phe Lys Pro Arg Pro Gly Asn Phe Glu Arg Asn Phe Ser Val Asn Leu 

180 185 190 

Tyr Lys Val Thr Gly Gin Phe Pro Trp Ser Ser Leu Arg Glu Thr Asp 

195 200 205 

Arg Gly Met Ser Ala Glu Tyr Ser Phe Pro lie Trp Lys Thr Ser His 

210 215 220 

Thr Val Lys Trp Glu Gly Val Trp Arg Glu Leu Gly Cys Leu Ser Arg 
225 , 230 235 240 

Thr Ala Ser Phe Ala Val Arg Lys Glu Ser Gly His Ser Leu Lys Ser 

245 250 255 

Ser Leu Ser His Ala Met Val lie Asp Ser Arg Asn Ser Ser lie Leu 

260 265 270 

Pro Arg Arg Gly Ala Leu Leu Lys Val Asn Gin Glu Leu Ala Gly Tyr 

275 280 285 

Thr Gly Gly Asp Val Ser Phe lie Lys Glu Asp Phe Glu Leu Gin Leu 

290 . 295 300 

Asn Lys Gin Leu He Phe Asp Ser Val Phe Ser Ala Ser Phe Trp Gly 
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<212> DNA 

<213> Homo sapiens 

<400> 4627 

nnagttgcct tgacctgcag ctccggcacc gcggacccgc cttctgccct cagcagcaga 
60 

cgctctgtcc cgcccgggca gctctgcgag gcagcggctg gagagggaac catggggact 
120 

gtgcacgccc ggagtttgga gcctcttcca tcaagtggac ctgattttgg aggattagga 
180 

gaagaagctg aatttgttga agttgagcct gaagctaaac aggaaattct tgaaaacaaa 
240 

gatgtggttg ttcaacatgt tcattttgat ggacttggaa ggactaaaga tgatatcatc 
300 

atttgtgaaa ttggagatgt tttcaaggcc aaaaacctaa ttgaggtaat g.cggaaatct 
360 

catgaagccc gtgaaaaatt gctccgtctt ggaattttta gacaagtgga tgttttgatt 
420 

gacacatgtc aaggtgatgg cgcacttcca aatgggttag acgttacctt tgaagtaact 
480 

gaattgagga gattaacggg cagttataac accatggttg ggaacaatga aggcagtatg 
540 

gtacttggcc tcaagcttcc taatcttctt ggtcgtgcag aaaaggtgac ctttcagttt 
600 

tcctatggaa caaaagaaac ttcgtatggc ctgtccttct tcaaaccacg gcccggaaac 
660 

ttcgaaagaa atttctctgt aaacttatat aaagttactg gacagttccc ttggagctca 
720 

ctgcgggaga cggacagagg aatgtcagct gagtacagtt ttcccatatg gaagaccagc 
780 

cacactgtca agtgggaagg cgtatggcga gaactgggct gcctctcaag gacggcgtca 
840 

tttgctgttc gaaaagaaag cggacattca ctgaaatcat ctctttcgca cgccatggtc 
900 

atcgattctc ggaattcttc catcttacca aggagaggtg ctttgctgaa agttaaccag 
960 

gaactggcag gctacactgg cggggatgtg agcttcatca aagaagattt tgaacttcag 
1020 

ttgaacaagc aactcatatt tgattcagtt ttttcagcgt ctttctgggg cggaatgttg 
1080 

gtacccattg gtgataagcc gtcaagcatt gctgataggt tttaccttgg gggacccaca 
1140 

agcgtccgcg gattcagcat gcacagcatc gggccacaga gcgaaggaga ctacctaggt 
1200 

ggagaagcgt actgggccgg cggcctgcac ctctacaccc cattaccttt ccggccaggc 
1260 

cagggtggct ttggagaact tttccgaaca cacttctttc tcaacgcagg aaacctctgc 
1320 

aacctcaact atggggaggg ccccaaagct catattcgta agctggctga gtgcatccgc 
1380 

tggtcgtacg gggccgggat tgtcctcagg cttggcaaca tcgctcggtt ggaacttaat 
1440 

tactgcgtcc ccatgggagt acagacaggc gacaggatat gtgatggcgt ccagtttgga 
1500 
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100 


105 










110 






Gly 


Phe 


Lys 


Asn Leu Ser 


Pro Ser Phe 


Ser Arg 


Pro 


Ala 


Ser 


Thr 


He 




115 




i20 








125 








Ala 


Arg 
130 


Pro 


Asn Met Ala 


Leu. Gly Lys 
135 


Lys 


Ala 


Ala 
140 


Asp 


Ser 


Leu 


Gin 


Gin 


Asn 


Leu 


Gin Arg Asp 


Tyr Asp Arg 


Ala 


Met 


Ser 


Trp 


Lys 


Tyr 


Ser 


145 






150 






155 










160 


Arg 


Gly 


Ala 


Gly Leu Gly 


Phe Ser Thr 


Ala 


Pro 


Asn 


Lys 


He 


Phe 


Tyr 




. 165 




170 










175 




He 


Asp 


Arg 


Asn Ala Ser 
180 


Lys Ser Val 
185 


Lys 


Leu 


Glu 


Asp 









<210> 4625 

<211> 334 

<212> DNA 

<213> Homo sapiens 

<400> 4625 

cgggagcagc ggaagctgca ggagaaggag cagcagcggc ggctggagga catgcaggct 
60 

ctgcggcggg aggaggagcg gcggcaggcg gagcgcgagc aggaatacaa gcggaaacag 
120 

ctggaggagc agcggcagtc agaacgtctc cagaggcagc tgcagcagga gcatgcctac 
180 

ctaaagtccc tgcagcagca gcaacagcag cagcagcttc agaaacagca gcagcagcag 
240 

ctcctgcctg gggacaggaa gcccctgtac cattatgggc ggggcatgaa tcccgctgac 
300 

aaaccagcct gggcccgaga gggagaagag agac 
334 

<210> 4626 
<211> 111 - 
<212> PRT 

<213> Homo sapiens 
<400> 4626 



Arg 


Glu 


Gin 


Arg 


Lys 


Leu 


Gin 


Glu 


Lys 


Glu 


Gin Gin Arg Arg Leu 


Glu 


1 








5 










10 


15 




Asp 


Met 


Gin 


Ala 


Leu 


Arg 


Arg 


Glu 


Glu 


Glu 


Arg Arg Gin Ala Glu 


Arg 






20 










25 




30 




Glu 


Gin 


Glu 
35 


Tyr 


Lys 


Arg 


Lys 


Gin 
40 


Leu 


Glu 


Glu Gin Arg Gin Ser 
45 


Glu 


Arg 


Leu 


Gin 


Arg 


Gin 


Leu 


Gin 


Gin 


Glu 


His 


Ala Tyr Leu Lys Ser 


Leu 


50 










55 








60 




Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Leu 


Gin 


Lys Gin Gin Gin Gin 


Gin 


65 










70 










75 


80 


Leu 


Leu 


Pro 


Gly 


Asp 


Arg 


Lys 


Pro 


Leu 


Tyr 


His Tyr Gly Arg Gly 


Met 








85 










90 






Asn 


Pro 


Ala 


Asp 
100 


Lys 


Pro 


Ala 


Trp 


Ala 
105 


Arg 


Glu Gly Glu Glu Arg 
110 





<210> 4627 
<211> 1736 
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aacatggccc tcggcaagaa 
1260 

gaccgggcca tgagctggaa 
1320 

aacaagatct tttacattga 
1380 

ctagagtttt gtccccccaa 
1440 

attacaaatt ttttttgtga 
1500 

aaataactcc cataagctta 
1560 

agttgtgcaa atgaaagcca 
1620 

gacgaggaca actatattga 
1680 

gagccaggag aacgagtgag 
1740 

tgtttgagac atcagtatgt 
1800 

atactagtgt tttccttaat 
1860 

gccccatctt atagatgagg 
1920 

tcacccagcc actaagtgca 
1980 

tcgccactct gaatgtcccc 
2040 

tgtctttaga tggaggaaaa 
2100 

gaatgaggaa cggagaatcg 
2160 

gcagctgtag gcagagaggt 
2220 



ggcggctgac agcctgcagc 
gtacagccgg ggagccggcc 
caggaacgct tccaagtcag 
aactgccaca attgctttga 
aaaaatcaga tcttggtgag 
gcgttccagt aatggaacac 
tctgacagtt ggctcacatt 
tgggcttgga tgaactgggg 
tgctaaaacc tcctgttttc 
acagttaact tttgttgagt 
gtatttaatc ttcataatta 
caactgaggt tcagggataa 
gggtgttgta cttttgtacc 
tttagggaat ttccaccaga 
agttttatga caagtctgca 
caagctcctt ttccttcctt 
gtctgagttg ttaccaaaca 



agaatctgca gcgggactac 
tcggcttctc caccgccccc 
tcaagctgga agattaaact 
ttattccatt tatgctggag 
gacctcgagc agtaagatat 
taggcataaa tggtttattc 
gaacacctgt ggagattaag 
cagggcagct catatttcgg 
tgtgttaaac attccgtccc 
gtttagcagg tactagggac 
tgaaatgggt gctattatta 
agtaataaaa ttgcctgggg 
cgaagcccta agttcactat 
atcctcgttg gggattgaaa 
tctctgataa aaagtggagt 
ttcctttccc ctgtcataga 
catgtgactg agctgctgct 



<210> 4624 
<211> 189 
<212> PRT 

<213> Homo sapiens 
<400> 4624 

Met Lys Ser Lys Lys Lys Val Glu Gin Pro Val lie Glu Glu Pro Ala 

1 5 10 15 

Leu Lys Arg Lys Lys Lys Lys Lys Arg Lys Glu Ser Gly Val Ala Gly 

20 25 30 

Asp Pro Trp Lys Glu Glu Thr Asp Thr Asp Leu Glu Val Val Leu Glu 

35 40 45 

Lys Lys Gly Asn Met Asp Glu Ala His lie Asp Gin Val Arg Arg Lys 

50 55 60 

Ala Leu Gin Glu Glu lie Asp Arg Glu Ser Gly Lys Thr Glu Ala Ser 
65 70 75 80 

Glu Thr Arg Lys Trp Thr Gly Thr Gin Phe Gly Gin Trp Asp Thr Ala 

85 90 95 

Gly Phe Glu Asn Glu Asp Gin Lys Leu Lys Phe Leu Arg Leu Met Gly 



3823 



WO 00/58473 PCTYUS00/08621 



355 360 365 

Pro Pro Ala Ser Pro Gly Pro Pro Pro Gly Leu Ala Ala Tyr Thr Ala 

. 370 375 380 

Lys Met Ala Ala Ala Asn Gly Ser Lys Lys Ala Glu Arg Gin Lys Phe 
385 390 395 400 

Ser Pro Tyr 



<210> 4623 
<211> 2220 
<212> DNA 

<213> Homo sapiens 
<400> 4623 

ntgatcacca agacacacaa agtagacctt gggctcccag agaagaaaaa gaagaagaaa 
60 

gtggtcaaag aaccagagac tcgatactca gttttaaaca atgatgatta ctttgctgat 
120 

gtttctcctt taagagctac atccccctct. aagagtgtgg cccatgggca ggcacctgag 
180 

atgcctctag tgaagaaaaa gaagaagaaa aagaagggtg tcagcaccct ttgcgaggag 
240 

catgtagaac ctgagaccac gctgcctgct agacggacag agaagtcacc cagcctcagg 
300 

aagcaggtgt ttggccactt ggagttcctc agtggggaaa agaaaaataa gaagtcacct 
360 

ctagccatgt cccatgcctc tggggtgaaa acctccccag accctagaca gggtgaggag 
420 

gaaaccagag ttggcaagaa gctcaaaaaa cacaagaagg aaaaaaaggg ggcccaggac 
480 

cccacagcct tctcggtcca ggacccttgg ttctgtgagg ccagggaggc cagggatgtt. 
540 

ggggacactt gctcagtggg gaagaaggat gaggaacagg cagccttggg gcagaaacgg 
600 

aagcggaaga gccccagaga acacaatggg aaggtgaaga agaaaaaaaa aatccaccag 
660 

gagggagatg ccctcccagg ccactccaag ccctccaggt ccatggagag cagccctagg 
720 

aaaggaagta aaaagaagcc agtcaaagtt gaggctccgg aatacatccc cataagtgat 
780 

gaccctaagg cctccgcaaa gaaaaagatg aagtccaaaa agaaggtaga gcagccagtc 
840 . 

atcgaggagc cagctctgaa aaggaagaaa aagaagaaga ggaaagagag tggggtagca 
900 

ggagaccctt ggaaggagga aacagacacg gacttagagg tggtgttgga aaaaaaaggc 
960 

aacatggatg aggcgcacat agaccaggtg aggcgaaagg ccttgcaaga agagatcgat 
1020 

cgcgagtcag gcaaaacgga agcttctgaa accaggaagt ggacgggaac ccagtttggc 
1080 

cagtgggata ctgctggttt tgagaacgag gaccaaaaac tgaaatttct cagacttatg 
1140 

ggtggcttca aaaacctgtc cccttcgttc agccgccccg ccagcacgat tgcaaggccc 
1200 
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ccccccct 
2588 

<210> 4622 
<211> 403 
<2X2> PRT 

<213> Homo sapiens 
<400> 4622 

Met Ser Gly Ser Asp Gly Gly Leu Glu Glu Glu Pro Glu Leu Ser He 

1 5 10 15 

Thr Leu Thr Leu Arg Met Leu Met His Gly Lys Glu Val Gly Ser He 

20 25 30 

He Gly Lys Lys Gly Glu Thr Val Lys Arg He Arg Glu Gin Ser Ser 

35 40 4S 

Ala Arg He Thr He Ser Glu Gly Ser Cys Pro Glu Arg He Thr Thr 

50 55 60 

He Thr Gly Ser Thr Ala Ala Val Phe His Ala Val Ser Met lie Ala 
65 70 75 80 

Phe Lys Leu Asp Glu Asp Leu Cys Ala Ala Pro Ala Asn Gly Gly Asn 

85 90 95 

Val Ser Arg Pro Pro Val Thr Leu Arg Leu Val He Pro Ala Ser Gin 

100 105 110 

Cys Gly Ser Leu He Gly Lys Ala Gly Thr Lys lie Lys Glu He Arg 

115 120 125 

Glu Thr Thr Gly Ala Gin Val Gin Val Ala Gly Asp Leu Leu Pro Asn 

130 135 140 

Ser Thr Glu Arg Ala Val Thr Val Ser Gly Val Pro Asp Ala lie lie 
145 150 155 160 

Leu Cys Val Arg Gin He Cys Ala Val lie Leu Glu Ser Pro Pro Lys 

165 170 _ 175 

Gly Ala Thr lie Pro Tyr His Pro Ser Leu Ser Leu Gly Thr Val Leu 

180 185 190 

Leu Ser Ala Asn Gin Gly Phe Ser Val Gin Gly Gin Tyr Gly Ala Val 

195 200 205 

Thr Pro Ala Glu Val Thr Lys Leu Gin Gin Leu Ser Ser His Ala Val 

210 215 220 

Pro Phe Ala Thr Pro Ser Val Val Pro Gly Leu Asp Pro Gly Thr Gin 
225 230 235 240 

Thr Ser Ser Gin Glu Phe Leu Val Pro Asn Asp Leu He Gly Cys Val 

245 250 255 

lie Gly Arg Gin Gly Ser Lys lie Ser Glu lie Arg Gin Met Ser Gly 

260 265 270 

Ala His lie Lys lie Gly Asn Gin Ala Glu Gly Ala Gly Glu Arg His 

275 280 285 

Val Thr lie Thr Gly Ser Pro Val Ser He Ala Leu Ala Gin Tyr Leu 

290 295 300 

He Thr Ala Cys Leu Glu Thr Ala Lys Ser Thr Ser Gly Gly Thr Pro 
305 310 315 320 

Gly Ser Ala Pro Ala Asp Leu Pro Thr Pro Phe Ser Pro Pro Leu Thr 

325 330 335 

Ala Leu Pro Thr Ala Pro Pro Gly Leu Leu Gly Thr Pro Tyr Ala He 

340 345 350 

Ser Leu Ser Asn Phe He Gly Leu Lys Pro Val Pro Phe Leu Ala Leu 
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tgtgctgctc ctgcaaatgg tggaaatgtc tccaggcctc cagtgaccct gcgccttgtc 
1020 

atccctgcca gtcagtgtgg ctcactgatt gggaaggctg gcaccaagat caaggagatc 
1080 " 

cgagagacta cgggtgccca ggtacaggtg gcaggggacc tgctccccaa ctccacagag 
1140 

cgagctgtta cggtatctgg ggtgcctgat gccatcatcc tgtgtgtgcg ccagatctgc 
1200 

gctgttatcc tggagtcccc acccaaagga gccactatcc cctaccatcc gagcctctcc 
1260 

ctaggtactg ttcttctctc tgccaaccag ggcttctctg tccagggtca gtatggggct 
1320 

gtgaccccag ctgaggtcac caagctccag cagctctcaa gccatgcggt cccctttgcc 
1380 

. acacccagcg tggtgccagg actggatccc ggcacacaga ccagctcaca ggagttcttg 
1440 

gttcccaacg atttgattgg ctgtgtgatc gggcgccagg gcagcaagat cagcgagatc 
1500 

cggcagatgt caggggcaca tatcaagatc gggaaccaag cagagggcgc tggggagcgg 
1560 

catgtcacca tcactggctc tccggtctcc atcgccctgg cccagtacct catcactgcc 
1620 , 
tgtctagaga cggccaagtc tacctctggg gggacgcctg gctcagcccc cgcagacctg 

1680 

cccacccctt tctcgccacc cctgacggcc ctgcccacag ctcccccagg cctgctgggc 
1740 

acaccttatg ccatctccct ctccaacttc atcggcctca agcctgtgcc cttcctggct 
1800 

ctaccacctg cttccccagg gccaccgccg ggcttggcgg cctacactgc caagatggca 
1860 

gcggccaatg ggagcaagaa agctgaacgg cagaaattct ccccctactg aggccagctg 
1920 

aggtacaggc aggggcaggc aggaccacca gcagggggct gcctctgcac cctacccgcc 
1980 

caaggagact ccaccctggg gtcccaaacg ccgctaacgc ccagacgcat ggatgcaccc 
2040 

cctaccctgc ctccatctat gggagttctt tctctcagag tgggggcagt ttctggccca 
2100 

ggggtctgag ctgcggcagc cccagggcag ggggccctac ctcctcagct ctgtgcttgg 
2160 

atacagggag cagccaggag . actccctagt gcccccacca tggcgggtgt cactcacgca 
2220 

ctccccatcc cttagggctt cctggcctac tgcatccttg tgggagtcag ggaggagggc 
2280 

ccgttgggta gctggggcca ggcttctctc cccaccacct gcagatttct tgctgcttcc 
2340 

actgataccc ttttgactgg aatgaactgg ctgggcttgt cagggggcac cccaaagagg 
2400 

gggcactgcc aggtagctgg gggagtggca tggggcaggg gcccagttct cagcagcaga 
2460 

cactctgtac agttttttca atccctgttt ttgaataaat attctcagcg accaaaaaaa 
2520 

aaaaaaaaaa aaaaaaaaaa aaaacacaac aaaacttacc attcctcctt actcaaacac 
2580 
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<400> 4620 
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10 
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20 










25 
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Leu 
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35 


Arg 
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Pro 


Arg 
4 0 


Phe 


Pro Gly Arg Cys 
45 


Thr 


Pro 


Gly 


Trp 


Glu 
50 


Lys 


Leu 


Thr 


Asn 


Glu 
55 


Ser 


Ser 


Trp Gin Pro Pro 
60 


Gin 


Ala 


Pro 


Pro 


Asp 


Trp 


Ala 


Ser 


Trp 


Leu 


Cys 


Cys 


Gin Asp Tyr Asp 


Pro 


Leu 


Pro 


65 










70 








75 






80 


Glu 


Ser 


Arg 


Arg 


Ser 
85 


Pro 


Gin 


Ala 


Glu 


Arg Tyr Arg His 
90 


Leu 


Cys 
95 


Pro 


Tyr 


Leu 


Asn 


Gin 
100 


Glu 


Val 


Pro 















<210> 4621 

<211> 2588 

<212> DNA 

<21-3> Homo sapiens 

<400> 4621 

ncttcctctc tggccgcgag cccctcttgt gattggtaag accttcccag ctgtgacagc 
60 

tgagcccaac tcgactctgt gaaacgtacc ccacccccca gcccttcttc cagtccccct 
120 

cttccatgag gagacccact ctgctcccac cctctgaaaa cctaaagcac agcccaaatc 
180 

ccccacecca gcagcatacc tagggagctc ctagtcctgg taaaacggca ggagtagggc 
240 

tggggatgct gagaaaggaa ccaggaatcc tgtccaggca ggtcctacct ctgcccatgt 
300 

ggctggccct catgtctggg tcttctcact ctactctcat tactcctccg cgcctgtcaa 
360 

acccctcatt gttcgcagct gatgtcactc gcagttgtga gcggccgcct ctcccgggga 
420 ' 

caatgtggga ctgagcggcc cagccgccgt gccgccgccg ccgccgccgc aggacagccc 
480 

cagcgaggcc atttccagca catagaagag agattggaaa ccaacgtgca gaactgccag 
540 

tcccctgaca cgctgtgccc cacccactgc agcccagtgc tgaatgaacc ctgcccagag 
600 

gtgtctgtag tgagcttctg ccctagtgac ttttgagccg gccaggttgc agcgcggaca 
660 

cactcgcagg tcgctgtggc cccagcctcg cctgacagaa tgagcggctc ggacggggga 
720 

ctggaggagg agccagagct cagcatcacc ctcacgctgc ggatgctgat gcacgggaag 
780 

gaagtgggca gcatcatcgg gaagaagggc gagactgtaa agcgaatccg ggagcagagc 
840 

agtgcccgga tcaccatctc cgagggctcc tgccctgaac gcatcaccac catcaccggg 
900 

tctacagcag ctgtcttcca tgcagtctcc atgattgctt tcaaactgga tgaggacctt 
960 



3819 



WO 00/58473 



PCT/US00/08621 



20 25 30 

Gin Pro Thr Ala Glu Pro Gly Leu Gly Ala Val Val Arg Ser lie Lys 

35 40 45 

Val Ser Gly Tyr Leu Asn Leu Leu Ala Asn Thr lie Asp Asn Phe Thr 

50 55 60 

His Gly Leu Ala Val Ala Ala Ser Phe Leu Val Ser Lys Lys He Gly 
65 70 75 80 

Leu Leu Thr Thr Met Ala He Leu Leu His Glu He Pro His Glu Val 

85 90 95 

Gly Asp Phe Ala He Leu Leu Arg Ala Gly Phe Asp Arg Trp Ser Ala 

100 105 HO 

Ala Lys Leu Gin Leu Ser Thr Ala Leu Gly Gly Leu Leu Gly Ala Gly 

115 120 125 

Phe Ala He Cys Thr Gin Ser Pro Lys Gly Val Glu Glu Thr Ala Ala 

130 135 140 

Trp Val Leu Pro Phe Thr Ser Gly Gly Phe Leu Tyr He Ala Leu Val 
145 150 155 160 

Asn Val Leu Pro Asp Leu Leu Glu Glu Glu Asp Pro Trp, Arg Ser Leu. 

165 170 175 

Gin Gin Leu Leu Leu Leu Cys Ala Gly He Val Val Met Val Leu Phe 

180 185 190 

Ser Leu Phe Val Asp 
195 

<210> 4619 

<211> 539 

<212>.DNA 

<213> Homo sapiens 

<400> 4619 

cggggacttc ttgattgagg tagggacaca ggtgtctgta tctttctgct tggggagagc 
60 . 

gccgactctc ggggagaggg tcgtagtcct ggcagcacag ccacgaggcc cagtctgggg 
120 

gtgcttgtgg aggctgccat gaactttcat tggtcaattt ctcccacccg ggggtgcacc 
180 

tgcctgggaa cctggggttg ggcctggctt gaaggccttg gccgtaaccc gttggaagga 
240 

ggaaaagtct gtggaatttg gtcattggtc ttgaagtaga aggtagaaag aggaggcatg 
300 

tggtccccat gatgttgggg acatgtgcag acctgtgggt ggtttagttg ttgcttaata 
360 

gggccccaag aggagtcatt gtcctttctt gtgtcctatg ggtgagtcgg caaccactct 
420 

tgtgtggcag ttgctggcgt gaggtctgta acattgatgg ctaagagctt gtagatttgc 
480 

aggttgtgat aaccacccca tcagatggac gatggccttc caagaccaag gagcccggg 
539 



<210> 4620 

<211> 103 

<212> PRT 

<213> Homo sapiens 
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gtgctgttct cgctcttcgt ggattaactt tccctgatgc cgacgcccct gccccctgca 
1020 

gcaataagat gctcggattc actctgtgac cgcatatgtg agaggcagag agggcgagtg 
1080 

gctgcgagag agaatgagcc tcccgccaga caggagggag gtgcgtgtgg atgtatgtgg 
1140 

tgtgcacatg tggccagagg tgtgtgcgcg agaccgacac tgtgatccct gtgctgggtc 
1200 

cggggcccag tgtagcgcct gtccccagcc atgctgtggt tacctctcct tgccgccctg 
1260 

tcaccttcac ctcctggagt aagcagcgag gaagagcagc actggtccca agcagaggcc 
1320 

ttgccctgct gggaccccgg gagtgagagc agcccaagga tcccagggtg cagggaactc 
1380 

cagagctgcc cacctcccac tgccccctca gcacacacac agtccccagg cggcctaggg 

1440 

gccaaggctg ggggcggctt tggtcccttt tcctggctct tccttcccca cttctaagcc 
1500 

aaagaaagga gaggcaggtg ctcctgtacc ccagccccac tcagcactga cagtccccag 
1560 

ctcctagtag tgagctggga ggcgcttcct aagacccttt cctcagggct gccctgggag 
1620 

ctcattcctg gccaacacgc cctggcagca ccagcagctc ttgccacctc cagctgccaa 
1680 

acagcagcct gccgggcagg gagcagcccc aggccagaga ggcctcccgg tccagctcag 
1740 

ggatgctcct gccagcacag gggccaggga ctcctggagc aggcacatag tgagcccggg 
1800 

cagccctgcc cagctcaggc ccctttcctt ccccattgag gttggggtag gtgggggcgg 
1860 

tgagggctcc acgttgtcag cgctcaggaa tgtgctccgg cagagtgctg aagccataat 
1920 

ccccaaccat ttcccttggc tgacgcccag gtactcagct ggcccactcc acagccaggc 
1980 

ctggccctgc ccttcaccgt ggatgttttc agaagtggcc atcgagaggt ctggatggtt 
2040 

ttatagcaac tttgctgtga ttccgtttgt atctgtaaat atttgttcta tagataagat 
2100 

acaaataaat attatccaca tactggctgc cttggttctg cacgccttcc atgggcagca 
2160 

gggccttcct tactgccact gccaggccct tttttctgaa aaaaaaaaaa aaaaaaaaaa 
2220 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaa 
2266 

<210> 4618 
<211> 197 
<212> PRT 

<213> Homo sapiens 
<400> 4618 

Met Phe Leu Asp Ser Lys Glu Glu Gly Thr Ser Gin Ala Pro Asn Lys 

15 10 15 

Asp Pro Thr Ala Ala Ala' Ala Ala Leu Asn Gly Gly His Cys Leu Ala 
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<210> 4617 
<211> 2266 
<212> DNA 

<213> Homo sapiens 



<400> 4617 

tccggagccg ggggactgcg acggcctgtc gcctggacaa caaggaaagc gagtcctggg 
60 

gggctctgct gagcggagag cggctggaca cctggatctg ctccctcctg ggttccctca 
120 

tggtggggct cagtggggtc . ttcccgttgc ttgtcattcc cctagagatg gggaccatgc 
180 

tgcgctcaga agctggggcc tgggcgcctg aagcagctgc tcagcttcgc cctgggggga 
240 

ctcttgggca atgtgtttct gcatctgctg cccgaagcct gggcctacac gtgcagcgcc 
300 

agccctggtg gtgaggggca gagcctgcag cagcagcaac agctggggct gtgggtcatt 
360 

gctggcatcc tgaccttcct ggcgttggag aagatgttcc tggacagcaa ggaggagggg 
420 

accagccagg cccccaacaa agaccccact gctgctgccg ccgcactcaa tggaggccac 
480 

tgtctggccc agccgactgc agagcccggc ctcggtgccg tggtccggag catcaaagtc 
540 . ' 

agcggctacc tcaacctgct ggccaacacc atcgataact tcacccacgg gctggctgtg 
600 

gctgccagct tccttgtgag caagaagatc gggctcctga caaccatggc catcctcctg 

660 „ ,' 

catgagatcc cccatgaggt gggcgacttt gccatcctgc tccgggccgg ctttgaccga 
720 

tggagcgcag ccaagctgca actctcaaca gcgctggggg gcctactggg cgctggcttc 
780 

gccatctgta cccagtcccc caagggagta gaggagacgg cagcctgggt cctgcccttc 
840 

acctctggcg gctttctcta catcgccttg gtgaacgtgc tccctgacct cttggaagaa 
900 

gaggacccgt ggcgctccct gcagcagctg cttctgctct gtgcgggcat cgtggtaatg 
960 



3816 



WO 00/58473 



PCT/US00/08621 



tcgtgcttca gcctggagac 
300 

tttgagccat ctaggaaaga 
360 

tttactgccg agaaactttc 
420 

ggtgcaatat ccctatttgt 
480 

agcttagaat atgaagcata 
540 

gacattaggc agaaatggcc 
600 

ccagtgtcag aagcaagcac 
660 

gaagctgtga gctatgccat 
720 

atatatgaag agtcatcaac 
780 

taatcactta tgtttttaga 
840 

cattttgatt tttttctctc 
900 

gtgggacaaa agggagaaaa 
960 

taaaatggaa ctaaagatag 
1020 

ggaaagatat ctgtggtaga 
1080 

acattgaggt atgggccctc 
1140 

aaccccacct caccgccccc 
1200 

acaggaatgt tggcagaact 
1260 

atacattttc agaaatatat 
1320 

aaaaaaaaaa aaaaaaaaaa 
1350 

c210> 4616 
<211> 188 
<212> PRT 

<213> Homo sapiens 

<400> 4616 
Met Ser Ser Leu Glu lie 

1 5 
Leu Pro Leu Ser Pro Pro 
20 

Arg Lys Asp Met Asp Glu 
35 

Phe Thr Ala Glu Lys Leu 
50 

Ser Pro Leu Cys Gly Ala 



gaaattgccg ttatcccccc 
tatggatgaa gttgaagaga 
agtagatgaa gtctcacagt 
agggactaca agaaataact 
tctacccatg gcggaaaatg 
agtcaaacac atagcagtgt 
agttattgct gtgtcctcag 
tgattcttta aaagccaagg 
ttggaaagga aacaaagagt 
gcatgcaatc ttaactttgt 
cacatcagga tagtttactg 
aggaagcaag ataaatgggt 
aaggaggact gtaggaagaa 
catgtccttc catgactaat 
ctcagtgact ttaactagct 
catcccggtt ctgggagagc 
ggaaagtatt aaaaaagcat 
taaaaataat aaactaaaac 
aaaaaaaaaa 



Ser Ser Ser Cys Phe 
10 

Leu Val Glu Asp Ser 
25 

Val Glu Glu Lys Ser 
40 

Ser Val Asp Glu Val 
55 

lie Ser Leu Phe Val 



cattagtgga ggatagtgct 
aatctaaaga tgttataaac 
tggtgatttc tccgctctgt 
ttgaagggaa aaaagtcatt 
aagtcagaaa gatttgtagt 
tccatctgct tggcttggtt 
cccacagagc tgcatctctt 
tgcccatatg gaaaaaggaa 
gcttttgggc atccaacagt 
taaactatta ttattgatca 
aagcacaatc tcttatacta 
atgtaggatg aagggttatt 
atggaataat ttaaatgtga 
ttctaattgt aactcaacac 
cagaaacgta ctcccccacc 
attgttatta aggatgcatg 
tatcagacag tcttgatatt 
ccatgatttc aaaagtttaa 



Ser Leu Glu Thr Lys 
15 

Ala Phe Glu Pro Ser 
30 

Lys Asp Val lie Asn 
45 

Ser Gin Leu Val lie 
60 

Gly Thr Thr Arg Asn 
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cggccgcgtg tacacacagg cctataatag tgacacgctg gtgagtgttc tgggcactgt 
60 

gcctgcagtg ttcccttgcg gggcagggtc tgtcctacac atgcacaagc tctggtgttt 
120 

ctttaaggcg tttgatttct gaagattgac aaggttctgt ttattgtata ttatgtttaa 
180 

tgatctcagt tgtaatattg tcaagatttg ggttgtgaag attaggaagt ccttacagtg 
240 

aaactcattg ctcatcgtga gattcccgtt tgtaaactca tttccacgtg taaactcatt 
300 

tgacgttggg gccagacagg tgacaggaga gggagttggg cctcgtgggg atagtggcaa 
360 

attgggacgt ggcatgtttt cattaaagcg aggtgttcct ccctgtcggc tgcgtgtctc 
420 

tgtggcatgg ggctagcctg ccctgcccct gcag 
454 

<2i0> 4614 
<211> 117 
<212> PRT 

<213> Homo sapiens 
<400> 4614 

Met Pro Arg Pro Asn Leu Pro Leu Ser Pro Arg Gly Pro Thr Pro Ser 

1 5 10 15 

Pro Val Thr Cys Leu Ala Pro Thr Ser Asn Glu Phe Thr Arg Gly Asn 

20 25 30 

Glu Phe Thr Asn Gly Asn Leu Thr Met Ser Asn Glu Phe His Cys Lys 

,35 40 45 

Asp Phe Leu He Phe Thr Thr Gin He Leu Thr He Leu Gin Leu Arg 

50 55 60 

Ser Leu Asn lie He Tyr Asn Lys Gin Asn Leu Val Asn Leu Gin Lys 
65 70 75 80 

Ser Asn Ala Leu Lys Lys His Gin Ser Leu Cys Met Cys Arg Thr Asp 

85 90 95 

Pro Ala Pro Gin Gly Asn Thr Ala Gly Thr Val Pro Arg Thr Leu Thr 

100 105 110 

Ser Val Ser Leu Leu 
115 

<210> 4615 
<211> 1350 
<212> DNA 

<213> Homo sapiens 
<400> 4615 

nntgattcgg tcecgctgtc ctaggcggga tggtgccgct gtgccaggtt gaagtattgt 
60 

attttgcaaa aagtgctgaa ataacaggag ttcgttcaga gaccatttct gtgcctcaag 
120 

aaataaaagc gttgcagctg tggaaggaga tagaaactcg acatcctgga ttggctgatg 
180 

, ttagaaatca gataatattt gctgttcgtc aagaatatgt cgagcttgga gatcagctcc 
240 
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165 








170 










175 




Lys 


Arg 


Lys 


Thr 


Ser 


Ser 


Asp Asp 


Glu 


Ser 


Glu 


Glu Asp Glu Asp 


Asp 








180 








185 










190 






Leu 


Leu 


Gin 


Arg 


Thr 


Gly Asn Phe 


He 


Ser 


Thr 


Ser 


Thr 


Ser 


Leu 


Pro 






195 








200 










205 








Arg 


Gly 
210 


He 


Leu 


Lys 


Met 


Lys Asn 
215 


Cys 


Gin 


His 


Ala 
220 


Asn 


Ala 


Glu 


Arg 


Pro 


Thr 


Val 


Ala 


Arg 


He 


Ser Ser 


Val 


Gin 


Phe 


His 


Pro Gly Ala 


Gin 


225 










230 








235 










240 


lie 


Val 


Met 


Val 


Ala 


Gly Leu Asp 


Asn 


Ala 


Val 


Ser 


Leu 


Phe 


Gin 


Val 










245 








250 










255 




Asp 


Gly 


Lys 


Thr 
260 


Asn 


Pro 


Lys He 


Gin 
265 


Ser 


He 


Tyr 


Leu 


Glu 
270 


Arg 


Phe 


Pro 


He 


Phe 
275 


Lys 


Ala 


Cys 


Phe Ser 
280 


Ala 


Asn 


Gly 


Glu 


Glu 
285 


Val 


Leu 


Ala 


Thr 


Ser 
290 


Thr 


His 


Ser 


Lys 


Val Leu 
295 


Tyr 


Val 


Tyr 


Asp 
300 


Met 


Leu 


Ala 


Gly 


Lys 


Leu 


He 


Pro 


Val 


His 


Gin Val 


Arg 


Gly 


Leu 


Lys 


Glu 


Lys 


He 


Val 


305 










310 








315 










320 


Arg 


Ser 


Phe 


Glu 


Val 


Ser 


Pro Asp 


Gly 


Ser 


Phe. 


Leu 


Leu 


He 


Asn 


Gly 








325 








330 










335 




lie 


Ala Gly Tyr 


Leu 


His 


Leu Leu 


Ala 


Met 


Lys 


Thr 


Lys 


Glu 


Leu 


He 








340 








345 










350 






Gly 


Ser 


Met 


Lys 


He 


Asn Gly Arg 


Val 


Ala 


Ala 


Ser 


Thr 


Phe 


Ser 


Ser 






355 








360 










365 








Asp 


Ser 


Lys 


Lys 


Val 


Tyr Ala Ser 


Ser 


Gly Asp 


Gly Glu Val 


Tyr 


Val 




370 










375 








380 










Trp 


Asp 


Val 


Asn 


Ser 


Arg 


Lys Cys 


Leu 


Asn 


Arg 


Phe 


val 


Asp 


Glu 


Gly 


385 










390 








395 










400 


Ser 


Leu Tyr Gly 


Leu 


Ser 


He Ala 


Thr 


Ser 


Arg 


Asn Gly Gin Tyr 


Val 










405 








410 










415 




Ala 


Cys 


Gly 


Ser 
420 


Asn 


Cys 


Gly Val 


Val 
425 


Asn 


He 


Tyr 


Asn 


Gin 
430 


Asp 


Ser 


Cys 


Leu 


Gin 
435 


Glu 


Thr 


Asn 


Pro Lys 
440 


Pro 


He 


Lys 


Ala 


He 
445 


Met 


Asn 


Leu 


Val 


Thr Gly Val 


Thr 


Ser 


Leu Thr 


Phe 


Asn 


Pro 


Thr 


Thr 


Glu 


He 


Leu 




450 










455 








460 










Ala 


He 


Ala 


Ser 


Glu 


Lys 


Met Lys 


Glu 


Ala 


Val 


Arg 


Leu 


Val 


His 


Leu 


465 










470 








475 










480 


Pro 


Ser 


Cys 


Thr 


Val 
485 


Phe 


Ser Asn 


Phe 


Pro 
490 


Val 


He 


Lys 


Asn 


Lys 
495 


Asn 


He 


Ser 


His 


val 


His 


Thr 


Met Asp 


Phe 


Ser 


Pro 


Arg 


Ser Gly Tyr 


Phe 








500 








505 










510 






Ala 


Leu Gly Asn 


Glu 


Lys Gly Lys 


Ala 


Leu 


Met 


Tyr 


Arg 


Leu 


His 


His 






515 








520 










525 









Tyr Ser Asp Phe 
530 



<210> 4613 

<211> 454 

<212> DNA 

<213> Homo sapiens 

<400> 4613 
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atgaagacca aagaactgat tggaagcatg aaaattaatg gaagggttgc agcatccaca 



1260 



ttctcttcag atagtaagaa agtatacgcc tcttcggggg atggagaagt ttatgtttgg 



1320 



gatgtgaact caaggaagtg ccttaacaga tttgttgatg aaggcagttt atatggatta 



1380 



agcattgcca catctaggaa tggacagtat gttgcttgtg gttctaattg tggagtggta 



1440 



aatatataca atcaagattc ttgtctccaa gaaacaaacc caaagccaat aaaagctata 



1500 



atgaacttgg ttacaggtgt tacttctctg accttcaatc ctactacaga aatcttggca 



1560 



attgcttcag aaaaaatgaa agaagcagtc agattggttc atcttccttc ctgtacagta 



1620 



ttttcaaact tcccagtcat taaaaataag aatatttctc atgttcatac catggatttt 



1680 



tctccgagaa gtggatactt tgccttgggg aatgaaaagg gcaaggccct gatgtatagg 



1740 



ttgcaccatt actcagactt ctaaagagac tatttgaagt ccagttgagt cacaagagaa 



1800 

gcctgtcttg atatatcatc tcagaaactt tcctgaatat gtgataatat atggaaaatg 
1860 

atttatagat ccagctgtgc ttaagagcca gtaatgtctt aataaacatg tggcagcttt 
1920 

tgtttgaaaa aaaaaaaaaa aaaaaa 
1946 

<210> 4612 
<211> 532 
<212> PRT 

.<213> Homo sapiens 
«c400> 4612 

Met Arg Pro Asp Trp Lys Ala Gly Ala Gly Pro Gly Gly Pro Pro Gin 

1. 5 10 15 

Lys Pro Ala Pro Ser Ser Gin Arg Lys Pro Pro Ala Arg Pro Ser Ala 

. 20 25 30 

Ala Ala Ala Ala He Ala Val Ala Ala Ala Glu Glu Glu Arg Arg Leu 

35 40 45 

Arg Gin Arg Asn Arg Leu Arg Leu Glu Glu Asp Lys Pro Ala Val Glu 

50 55 60 

Arg Cys Leu Glu Glu Leu Val Phe Gly Asp Val Glu Asn Asp Glu Asp 
65 70 75 80 

Ala Leu Leu Arg Arg Leu Arg Gly Pro Arg Val Gin Glu His Glu Asp 

85 90 95 

Ser Gly Asp Ser Glu Val Glu Asn Glu Ala Lys Gly Asn Phe Pro Pro 

100 105 HO 

Gin Lys Lys Pro Val Trp Val Asp Glu Glu Asp Glu Asp Glu Glu Met 

115 120 125 

Val Asp Met Met Asn Asn Arg Phe Arg Lys Asp Met Met Lys Asn Ala 

130 135 140 

Ser Glu Ser Lys Leu Ser Lys Asp Asn Leu Lys Lys Arg Leu Lys Glu 
145 150 155 160 

Glu Phe Gin His Ala Met Gly Gly Val Pro Ala Trp Ala Glu Thr Thr 
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195 ' 200 205 

Leu Gin Gly Lys Val Gin Leu Glu Asp lie Leu His His Leu Glu Lys 

210 215 220 

Glu Glu lie Asn Pro Leu Ala Thr Thr Glu Glu Gin Leu Cys Leu Val 
225 230 235 240 

Leu lie Pro Ala Ser Thr Val Lys Thr Gly 
245 250 

<210> 4611 

<211> 1946 

<212> DNA 

<213> Homo sapiens 

<400> 4611 

cccggggctt cggcggcggc ggcccgcgag gggcctgggc gcatgcgcag cgaggttcca 
60 

cgtgagcgcc tgcgtttctc ctcaaaccta acgatgccgc cggagcggag gagacgaatg 
120 

aaactggacc ggagaaccgg agcgaagccg aagcggaagc ccggaatgag gccggactgg 
180 

aaagccggag cggggccagg cgggcctccc caaaagcctg ccccttcatc ccagcggaaa 
240 

ccgccggccc ggccgagcgc ggcggccgct gcgattgcag tcgcggcggc ggaggaagag 
300 

agacggctcc ggcagcggaa ccgcctgagg ctggaggagg acaaaccggc cgtggagcgg 
360 

tgcttggagg agctggtctt cggcgacgtc gagaacgacg 'aggacgcgtt gctgcggcgt 
420 

ctgcgaggcc cgagggttca agaacatgaa gactcgggtg actcagaagt ggagaatgaa 
480 

gcaaaaggta attttccacc tcaaaagaag ccagtttggg tggatgaaga agatgaagat 
540 

gaggaaatgg ttgacatgat gaacaatcgg tttcggaagg atatgatgaa aaatgctagt 
600 

gaaagtaaac tttcgaaaga caaccttaaa aagagactta aagaagaatt ccaacatgcc 
660 

atgggaggag tacctgcctg ggcagagact actaagcgga aaacatcttc agatgatgaa 
720 

agtgaagagg atgaagatga tttgttgcaa aggactggga atttcatatc cacatcaact 
780 

tctcttccaa gaggcatctt gaagatgaag aactgccagc atgcgaatgc tgaacgtcct 
840 

actgttgctc ggatctcatc tgtgcagttc catcccggtg cacagattgt gatggttgct 
900 

ggattagata atgctgtatc actatttcag gttgatggga aaacaaatcc taaaattcag 
960 

agcatctatt tggaaaggtt tccaatcttt aaggcttgtt ttagtgctaa tggggaagaa 
1020 

gttttagcca cgagtaccca cagcaaggtt ctttatgtct atgacatgct ggctggaaag 
1080 

ttaattcctg tgcatcaagt gagaggtttg aaagagaaga tagtgaggag ctttgaagtc 
1140 

tccccagatg ggtccttctt. gctcataaat ggcattgctg gatatttgca tttgctagca 
1200 
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cgcttcccac cccagacttg gctgtccgct ctgcggcctt cgggcccagc cctttcgggc 
360 

ttgctgagcc tggaggccga ggagaatgca cttccgggtt ttgctgaggc tctgaggagc 
420 

taccaggagg ctgcggctgc aggcaccttc ctggcagtag agttcaccac tttggcggac 
480 

tatttgcatc tgttgcaggc tgcggcccag gcactcaatc cgctaggccc ttctgcgatg 
540 

ttttacctgg ctgcggctgt gtcagatttc tatgttcctg tctctgaaat gcctgaacac 
600 

aagatccagt catctggggg cccactgcag ggaaaagttc agttagaaga catacttcac 
660 

catcttgaaa aagaagaaat caatcccctt gctactacag aagaacaact ctgtttggtg 
720 

cttattccag ccagcacagt gaagacaggc tgaggactgc taccacagat gtagaagagc 
780 

ttatagtgaa gcacatgggt gaaacaaaag aagtgagaac taatagcata gaattttaaa 
840 

gacacctgtg attttgttca ttgcccttca ttaaattgac atattaaaaa aaaaaaaaaa 

900 

aaaa 

904 

<210> 4610 

<211> 250 

<212> PRT 

<213> Homo sapiens 

<400> 4610 



Xaa 


Ala 


Ala 


Ala 


Leu 


Gin 


Met 


Ala 


Glu' 


Met 


Asp 


Pro 


Val 


Ala 


Glu 


Phe 


1 








5 










10 










15 




Pro 


Gin 


Pro 


Pro 


Gly 


Ala 


Ala 


Arg 


Trp 


Ala 


Glu 


Val 


Met 


Ala 


Arg 


Phe 








20 










25 










30 






Ala 


Ala 


Arg 


Leu 


Gly 


Ala 


Gin Gly Arg 


Arg 


Val 


Val 


Leu 


Val 


Thr 


Ser 






35 










40 










45 








Gly Gly 


Thr 


Lys 


Val 


Pro 


Leu 


Glu 


Ala 


Arg 


Pro 


Val 


Arg 


Phe 


Leu 


Asp 




50 










55 










60 










Asn 


Phe 


Ser 


Ser 


Gly 


Arg 


Arg 


Gly Ala 


Thr 


Ser 


Ala 


Glu 


Ala 


Phe 


Leu 


65 










70 










75 










80 


Ala 


Ala 


Gly 


Tyr 


Gly 


Val 


Leu 


Phe 


Leu 


Tyr 


Arg 


Ala 


Arg 


Ser 


Ala 


Phe 










85 










90 










95 




Pro 


Tyr 


Ala 


His 


Arg 


Phe 


Pro 


Pro 


Gin 


Thr 


Trp 


Leu 


Ser 


Ala 


Leu 


Arg 






100 










105 










110 






Pro 


Ser 


Gly 


Pro 


Ala 


Leu 


Ser Gly 


Leu 


Leu 


Ser 


Leu 


Glu 


Ala 


Glu 


Glu 






115 










120 










125 








Asn 


Ala 


Leu 


Pro 


Gly 


Phe 


Ala 


Glu 


Ala 


Leu 


Arg 


Ser 


Tyr 


Gin 


Glu 


Ala 




130 










135 










140 










Ala 


Ala 


Ala 


Gly 


Thr 


Phe 


Leu 


Ala 


Val 


Glu 


Phe 


Thr 


Thr 


Leu 


Ala 


Asp 


145 








150 










155 










160 


Tyr 


Leu 


His 


Leu 


Leu 


Gin 


Ala 


Ala 


Ala 


Gin 


Ala 


Leu 


Asn 


Pro 


Leu 


Gly 








165 










170 










175 




Pro 


Ser 


Ala 


Met 


Phe 


Tyr 


Leu 


Ala 


Ala 


Ala 


Val 


Ser Asp 


Phe 


Tyr 


Val 








180 










185 










190 






Pro 


Val 


Ser 


Glu 


Met 


Pro 


Glu 


His 


Lys 


lie 


Gin 


Ser 


, Ser 


Gly 


Gly 


Pro 
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nnagatctct gagggataga ttgccagaga aggggaagtt tcagtccagg catatgtgca 
60 

gagccttgat caattgagga aaagaaaggc tgttttacac aagagagaag ctgatgttgt 
120 

ttatgcactt cctaggtagt tagaaacaaa cctgtggcaa ggcaggctcc tggcaaacgg 
180 

aagtgcaatt gtcggcaaga gatgcggacc acccagctgg gccctgggcg cttccaaatg 
240 

acccaggagg tggtctgcga cgaatgccct aatgtcaaac tagtgaatga agaacgaacg 
300. 

ctggaagtag aaatagagcc tggggtgaga gacggcatgg agtacccctt tattggagaa 
360 

ggtgagcctc acgtggatgg gnagcctgga gatttacggt tccgaatcaa agttgtcaag 
420 

cacccaatat ttgaaaggag aggagatgat ctgtac 
456 

<210> 4608 
<211> 107 
<212> PRT 

<213> Homo sapiens 
<400> 4608 

Val Val Arg Asn Lys Pro Val Ala Arg Gin Ala Pro Gly Lys Arg Lys 

1 5 10 15 

Cys Asn Cys Arg Gin Glu Met Arg Thr Thr Gin Leu Gly Pro Gly. Arg 

20 25 30 

Phe Gin Met Thr Gin Glu Val Val Cys Asp Glu Cys Pro Asn Val Lys 

35 40 45 

Leu Val Asn Glu Glu Arg Thr Leu Glu Val Glu lie Glu Pro Gly Val 

50 55 60 

Arg Asp Gly Met Glu Tyr Pro Phe lie Gly Glu Gly Glu Pro His Val 
65 70 75 80 

Asp Gly Xaa Pro Gly Asp Leu Arg Phe Arg lie Lys Val Val Lys His 

85 90 95 

Pro lie Phe Glu Arg Arg Gly Asp Asp Leu Tyr 
100 105 

<210> 4609 

<211> 904 

<212> DNA 

<213> Homo sapiens 

<400> 4609 

ncggccgccg cgctgcagat ggcggaaatg gatccggtag ccgagttccc ccagcctccc 
60 

ggtgctgcgc gctgggctga ggttatggct cgcttcgcgg ccaggctggg cgcgcagggc 
120 

cggcgggtgg tgttggttac gtcaggcggc accaaggtcc cactggaagc gcggccggtg 
180 

cgcttcctgg acaacttcag cagcgggcgg cgcggtgcaa cctcggccga ggccttccta 
240 

gccgccggct acggggtcct gttcttgtat cgcgctcgct ctgccttccc ctatgcccac 
300 
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210 215 220 

Glu Gly He Pro Thr Pro Arg Val Leu Trp Ala Phe Pro Glu Gly Val 
225 230 235 240 

Val Leu Pro Ala Pro Tyr Tyr Gly Asn Arg He Thr Val His Gly Asn 

245 250 255 

Gly Ser Leu Asp He Arg Ser Leu Arg Lys Ser Asp Ser Val Gin Leu 

260 265 270 

Val Cys Met Ala Arg Asn Glu Gly Gly Glu Ala Arg Leu He Leu Gin 

275 280 ' 285 

Leu Thr Val Leu Glu Pro Met Glu Lys Pro He Phe His Asp Pro He 

290 295 300 

Ser Glu Lys He Thr Ala Met Ala Gly His Thr He Ser Leu Asn Cys 
305 310 315 .320 

Ser Ala Ala Gly Thr Pro Thr Pro Ser Leu Val Trp Val Leu Pro Asn 

325 330 335 

Gly Thr Asp Leu Gin Ser Gly Gin Gin Leu Gin Arg Phe Tyr His Lys 

340 345 350 

Ala Asp Gly Met Leu His He Ser Gly Leu Ser Ser Val Asp Ala Gly 

355 360 365 

Ala Tyr Arg Cys Val Ala Arg Asn Ala Ala Gly His Thr Glu Arg Leu 

370 375 380 

Val Ser Leu Lys Val Gly Leu Lys Pro Glu Ala Asn Lys Gin Tyr His 
385 390 395 400 

Asn Leu Val Ser lie He Asn Gly Glu Thr Leu Lys Leu Pro Cys Thr 

405 410 415 

Pro Pro Gly Ala Gly Gin Gly Arg . Phe Ser Trp Thr Leu Pro Asn Gly 

420 425 430 

Met His Leu Glu Gly Pro Gin Thr Leu Gly Arg Val Ser Leu Leu Asp 

435 440 445 

Asn Gly Thr Leu Thr Val Arg Glu Ala Ser Val Phe Asp Arg Gly Thr 

450 ' 455 460 

Tyr Val Cys- Arg Met Glu Thr Glu Tyr Gly Pro Ser Val Thr Ser He 
465 470 475 480 

Pro Val He Val He Ala Tyr Pro Pro Arg He Thr Ser Glu Pro Thr 

485 490 495 

Pro Val He Tyr Thr Arg Pro Gly Asn Thr Val Lys Leu Asn Cys Met 

500 505 . . 510 

Ala Met Gly He Pro Lys Ala Asp He Thr Trp Glu Leu Pro Asp Lys 

515 520 525 

Ser His Leu Lys Ala Gly Val Gin Ala Arg Leu Tyr Gly Asn Arg Phe 

530 535 540 

Leu His Pro Gin Gly Ser Leu Thr He Gin His Ala Thr Gin Arg Asp 
545 550 555 560 

Ala Gly Phe Tyr Lys Cys Met Ala Lys Asn He Leu Gly Ser Asp Ser 

565 570 575 

Lys Thr Thr Tyr He His Val Phe 
580 

<210> 4607 

<211> 456 

<212> DNA 

<213> Homo sapiens 

<400> 4607 
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ttttatatga aaaaagaaaa acatttcttc ctggaactca ctttttatat aatgttttat 
2460 

atatattttt tttcctttca aatcagacga tgagactaga aggagaaata ctttctgtct 
2520 

tattaaaatt aataaattat tggtctttac aagacttgga tacattacag cagacatgga 
2580 

aatataattt taaaaaattt ctctccaacc tccttcaaat tcagtcacca ctgttatatt 
2640 

accttctcca. ggaaccctcc agtggggaag gctgcgatat tagatttcct tgtatgcaaa 
2700 

gtttttgttg aaagctgtgc tcagaggagg tgagaggaga ggaaggagaa aactgcatca 
2760 

taactttaca gaattgaatc tagagtcttc cccgaaaagc ccagaaactt ctctgcagta 
2820 

tctggcttgt ccatctggtc taaggtggct gcttcttccc cagccatgag tcagtttgtg 
2880 

cccatgaata atacacgacc tgttatttcc atgactgctt tactgtattt ttaaggtcaa 
2940 

tatactgtac atttgataat aaaataatat tctcccaaaa aaaaaaaaaa aaaaaaag 
2998 

<210> 4606 

<211> 584' 

<212> PRT 

<213> Homo sapiens 



<400> 4606 



He 


Glu 


His 


Lys 


Glu Glu Asn Asp 


His 


Lys 


Val 


Phe 


Tyr 


Gly 


Gly 


Asp 


1 








5 




10 










15 




Leu 


Lys 


Val 


Asp 


Cys Val Ala Thr 


Gly 


Leu 


Pro 


Asn 


Pro 


Glu 


He 


Ser 








20 




25 










30 






Trp 


Ser 


Leu 


Pro 


Asp Gly Ser Leu 


Val 


Asn 


Ser 


Phe 


Met 


Gin 


Ser 


Asp 






35 




40 










45 








Asp 


Ser Gly Gly 


Arg Thr Lys Arg 


Tyr 


Val 


Val 


Phe 


Asn 


Asn 


Gly 


Thr 




50 






55 








60 










Leu 


Tyr 


Phe 


Asn 


Glu Val Gly Met Arg Glu Glu Gly 


Asp 


Tyr 


Thr 


Cys 


65 






70 






75 










80 , 


Phe 


Ala 


Glu 


Asn 


Gin Val Gly Lys 


Asp 


Glu 


Met 


Arg 


Val 


Arg 


val 


Lys 










85 




90 










95 




Val 


Val 


Thr 


Ala 


Pro Ala Thr He 


Arg 


Asn 


Lys 


Thr 


Cys 


Leu 


.Ala 


val 








100 




105 










110 






Gin 


Val 


Pro 


Tyr 


Gly Asp Val Val 


Thr 


Val 


Ala 


Cys 


Glu 


Ala 


Lys 


Gly 






115 




120 










125 








Glu 


Pro 


Met 


Pro 


Lys Val Thr Trp 


Leu 


Ser 


Pro 


Thr 


Asn 


Lys 


Val 


He 




130 






135 








140. 










Pro 


Thr 


Ser 


Ser 


Glu Lys Tyr Gin 


He 


Tyr 


Gin Asp 


Gly 


Thr 


Leu 


Leu 


145 








150 






155 










160 


He 


Gin 


Lys 


Ala 


Gin Arg Ser Asp 


Ser Gly 


Asn 


Tyr 


Thr 


Cys 


Leu 


Val 










165 




170 










175 




Arg 


Asn 


Ser 


Ala 


Gly Glu Asp Arg Lys 


Thr 


.Val 


Trp 


He 


His 


Val 


Asn 








180 




185 










190 






Val 


Gin 


Pro 


Pro 


Lys He Asn Gly Asn 


Pro 


Asn 


Pro 


He 


Thr 


Thr 


Val 






195 




200 










205 








Arg 


Glu 


He 


Ala 


Ala Gly Gly Ser 


Arg 


Lys 


Leu 


He 


Asp 


Cys 


Lys 


Ala 
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tttcccgagg 


rr t~ o t~ act t" t" P f 

y t-y ^-yy i-*-v. u 


gecage t cca 


840 






aacggttccc 


^■yy i»v--c»y 




900 






gcacgcaacg 


agggagyyga 




960 






gagaaaccca 






1020 






atcagcc tea 


a t_ uy LH-LyL 


ccjcacicioa.ee 


1080 






aatggcaccg 






1140 






atgetacaca 




/-■ t~ rrf fori t~ n 


1200 






aatgccgctg 


gccacacgga 




1260 






aacaagcagt 






1320 






acccctcccg 


gggctgggca 




1380 






gagggccccc 


aaaccctggg 




1440 






gaggectegg 


tgtttgacag 


gggtacctat 


1500 






tcggtcacca 


gcatccccgt 


yaLty LydtL 


1560 






accccggtca 


tctacacccg 


yULt.yyy aaU 


1620 






attcccaaag 


ctgaca tcac 


gegggagtea 


1680 






caggctcgtc 


tgtatggaaa 


C cly aLtLCLL 


1740 






gccacacaga 


gagatgeegg 


CtLCUoCaay 


1800 






tccaaaacaa 


cttacatcca 


cgtcttctga 


1860 






ctgacaacaa 


agcggggttt 


gtaagggaag 


1920 






tgtgtcacag 


tgcatggtgg 


cctctggtgg 


, 1980 






accgccggga 


aaaggaagca 


atgeagacac 


2040 






tttcttttgt 


gtttacatca 


tgecagggge 


2100 






atttttcttt 


ttttgcaaat 


gccactcgac 


2160 






ggaacattca 


tcaaaaataa gecatagaca 


2220 






gcatcaccta 


gttaacctgc 


tgcagttttt 


2280 






tcatctttca 


gttatttcct 


ctgtcacttc 


2340 






aaccagagtg 


actgatatat 


atatatattt 


2400 







tactatggaa accggatcac tgtccatggc 
aagagegact ccgtccagct ggtatgcatg 
atcctgcagc tcactgtcct ggagcccatg 
gagaagatca cggccatggc gggccacacc 
ccgacaccca gcctggtgtg ggtccttccc 
ctgcagcgct tctaccacaa ggctgaegge 
gacgctgggg cctaccgctg cgtggcccgc 
tccctgaagg tgggactgaa gecagaagea 
atcaatggtg agaccctgaa gctcccctgc 
tcctggacgc tccccaatgg catgeatctg 
cttctggaca atggcaccct cacggttcgt 
gtatgcagga tggagacgga gtacggccct 
gcctatcctc cccggatcac cagcgagccc 
acegtgaaac tgaactgeat ggctatgggg 
ccggataagt cgcatctgaa ggcaggggtt 
cacccccagg gatcactgac catccagcat 
tgcatggcaa aaaacattct eggcagtgae 
aatgtggatt ccagaatgat tgcttaggaa 
ccaggttggg gaataggagc tcttaaataa 
gtttcaagtt gaggttgatc ttgatctaca 
gagaaggagg gctcagcctt gctgagacac 
ttcattcagg gtgtctgtgc tetgactgea 
tgecttcata agegtccata ggatatctga 
tgaacaacac ctcactaccc cattgaagac 
acatgataga ctttgttcca gattgacaag 
aaaactccag cttgcccaat aaggatttag 
taattcagag ttacatacat acagctacca 
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500 505 510 

Pro Thr Ser Gly Ala Leu Gly Leu Phe Gin Gly Ser Pro Ala Arg Trp 

515 520 525 

Ser Glu Pro Trp Val Pro Val Glu Ala Leu Pro Pro Ser Pro Leu Glu 

530 535 540 

Leu Ser Gly Trp Gly Thr Ser Cys Thr Gly Cys Arg Pro Pro Ser Lys 
545 550 555 560 

Lys Pro Ser Thr Phe Thr Val Cys Trp Ser Pro Val Ala Arg Trp Thr 

565 570 575 

Pro Gly Ser Ser Arg His Gly Leu Ser Trp Ser Pro Pro- Ser Cys Gly 

580 585 590 

Ser Thr Ala Ser Trp Arg Leu Asn Ala Trp Trp Gly Leu Val Trp Pro 

595 600 605 

Gin Pro Arg Leu Cys Pro Ala Gin Asp Pro Arg Pro His Arg Arg Cys 

610 615 620 

Thr Pro Trp Pro Ala^ Gin Thr Cys Arg Pro Cys Trp Asn Thr Thr Arg 
625 630 635 640 

Ser Cys Trp Cys Arg Pro Cys Gly Gly Arg His Gly Gly Thr Glu Gly 

645 650 655 

Ala Ala Pro Pro Pro Gin Pro Cys Cys Phe 
660 665 

<210> 4605 
<211> 2998 
<212> DNA 

<213> Homo sapiens 
<400> 4605 

nnacgcgtgg ctcgaaataa ggttggtgat gactacgtgg tgctcaaagt ggatgtggtg 
60 

atgaaaccgg ccaagattga acacaaggag gagaacgacc acaaagtctt ctacgggggt 
120 

gacctgaaag tggactgtgt ggccaccggg cttcccaatc ccgagatctc ctggagcctc 
180 

ccagacggga gtctggtgaa . ctccttcatg cagtcggatg acagcggtgg acgcaccaag 
240 

cgctatgtcg tcttcaacaa tgggacactc tactttaacg aagtggggat gagggaggaa 
300 

ggagactaca cctgctttgc tgaaaatcag gtcgggaagg acgagatgag agtcagagtc 
360 

aaggtggtga cagcgcccgc caccatccgg aacaagactt gcttggcggt tcaggtgccc 
420 

tatggagacg tggtcactgt agcctgtgag gccaaaggag aacccatgcc caaggtgact 
480 

tggttgtccc caaccaacaa ggtgatcccc acctcctctg agaagtatca gatataccaa 
540 

gatggcactc tccttattca gaaagcccag cgttctgaca gcggcaacta cacctgcttg 
600 

gtcaggaaca gcgcgggaga ggataggaag acggtgtgga ttcacgtcaa cgtccagcca 
660 

cccaagatca acggtaaccc caaccccatc accactgtgc gggagatagc agccgggggc 
720 

agtcggaaac tgattgactg caaagctgaa ggcatcccca ccccgagggt gttatgggct 
780 
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65 70 75 _ 80 

Leu Glu Ala Glu Val Thr Val Thr Gly Thr Asp Ser Gin Tyr Cys Arg 

85 90 95 

Lys Glu Val Glu Ala Gly Pro Gly Asp Gin Gin Gly Asp Ser Tyr Leu 

100 105 110 

Arg Val Ser Ser Asp Ser Pro Lys Asp Gin Ser Pro Pro Glu Asp Ser 

115 120 125 

Gly Glu Ser Glu Ala Asp Leu Glu Cys Ser Phe Ala Ala lie His Ser 

130 135 140 

Pro Ala Pro Pro Pro Asp Pro Ala Pro Arg Phe Ala Thr Ser Leu Pro 
145 150 155 160 

His Phe Pro Gly Cys Ala Gly Pro Thr Glu Asp Glu Leu Ser Leu Pro 

165 170 175 

Glu Gly Pro Ser Val Pro Ser Ser Ser Leu Pro Gin Thr Pro Glu Gin 

180 185 190 

Glu Lys Phe Leu Arg His His Phe Glu Thr Leu Thr Glu Ser Pro Cys 

195 200 205 

Arg Ala Leu Gly Asp Val Glu Ala Ser Glu Ala Glu Asp His Phe Phe 

210 215 220 . 

Asn Pro Arg Leu Ser lie Ser Thr Gin Phe Leu Ser Ser Leu Gin Lys 
225 230 235 240 

Ala Ser Arg Phe Thr His Thr Phe Pro Pro Arg Ala Thr Gin Cys Leu 

245 250 255 

Val Lys Ser Pro Glu Val Lys Leu Met Asp Arg Gly Gly Ser Gin Pro 

260 265 270 

Arg Ala Gly Thr Gly Tyr Ala Ser Pro Asp Arg Thr His Val Leu Ala 

275 280 285 

Ala Gly Lys Ala Glu Glu Thr Leu Glu Ala Trp Arg Pro Pro Pro Pro 

290 295 300 

Cys Leu Thr Ser Leu Ala Ser Cys Val Pro Ala Ser Ser Val Leu Pro 
305 310 315 320 

Thr Asp Arg Asn Leu Pro Thr Pro Thr Ser Ala Pro Thr Pro Gly Leu 

325 330 335 

Ala Gin Gly Val His Ala Pro Ser Thr Cys Ser Tyr Met Glu Ala Thr 

340 345 350 

Ala Ser Ser Arg Ala Arg He Ser Arg Ser He Ser Leu Gly Asp Ser 

355 360 365 

Glu Gly Pro He Val Ala Thr Leu Ala Gin Pro Leu Arg Arg Pro Ser 

370 375 380 

Ser Val Gly Glu Leu Ala Ser Leu Gly Gin Glu Leu Gin Ala lie Thr 
385 390 395 400 

Thr Ala Thr Thr Pro Ser Leu Asp Ser Glu Gly Gin. Glu Pro Ala Leu 

405 410 415 

Arg Ser Trp Gly Asn His Glu Ala Arg Ala Asn Leu Arg Leu Thr Leu 

420 425 430 

Ser Ser Ala Cys Asp Gly Leu Leu Leu Pro Pro Val Asp Thr Gin Pro 

435 440 445 

Gly Val Thr Val Pro Ala Val Ser Phe Pro Ala Pro Ser Pro Val Glu 

450 455 460 

Glu Ser Ala Leu Arg Leu His 'Gly Ser Ala Phe Arg Pro Ser Leu Pro 
465 470 475 480 

Ala Pro Glu Ser Pro Gly Leu Pro Ala His Pro Ser Asn Pro Gin Leu 

485 490 495 

Pro Glu Ala Arg Pro Gly He Pro Gly Gly Thr Ala Ser Leu Leu Glu 
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acagatagga atctcccaac 
1020 

catgccccct ccacctgttc 
1080 

cgcagcatct ccctcggtga 
1140 

cgtaggccat cgtccgttgg 
1200 

accgcgacaa cacccagttt 
1260 

aaccacgagg cccgggccaa 
1320 

ctgccccccg tggataccca 
1380 

agccctgtgg aagagagcgc 
1440 

gctcctgagt cccctggcct 
1500 

cctggcatcc ctggcggcac 
1560 

ttccagggca gccctgcccg 
1620 

tctccccttg agctgagcgg 
1680 

aagccctcga cctttaccgt 
1740 

aggcacggac tgagctggtc 
1800 

.gcctggtggg gactagtgtg 
1860 

caccgacgct gtaccccctg 
1920 

agctgctggt gcaggccgtg 
1980 

ccgcagccct gctgcttctg 
2040 

aaaaaaaaaa aaaaaaaaaa 
2090 



gcccacatct gcacccaccc 
ctacatggag gccactgcca 
cagtgagggc cctatcgtgg 
ggagctggcc tccttgggcc 
ggacagtgag ggccaagagc 
cctgagactg accctgtcaa 
gcctggcgtc accgtccctg 
cctgaggctc cacggctctg 
tcctgcccac cccagtaacc 
tgcctccctc ctggagccca 
ctggagtgag ccctgggtgc 
gtggggaaca tcttgcacag 
gtgttggtct ccagtggcca 
tccaccttcc tgtggatcca 
gccccagccc aggctctgcc 
gccagcccag acctgcaggc 
cggaggaagg cacgggggca 
aggacttagg tattttaagc 
aaaaaaaaaa aaaaaaaaaa 



caggcctggc tcagggtgtc 
gctcccgtgc caggatatca 
ccacactggc ccagcccctc 
aggagcttca ggccatcacc 
ctgccctgcg ttcctggggc 
gtgcctgtga tgggctcctg 
cagtgagctt cccagcccct 
cctttcgccc aagtctccca 
cccagcttcc agaggcccgg 
cctccggtgc acttggtctg 
cggttgaagc cctgccccca 
gctgcagacc accttccaag 
ggtggacacc gggcagcagc 
cagccagctg gaggctgaat 
cagcccagga cccccgtccc 
cctgctggaa cactactcgg 
ctgagggcgc agcccctcca 
gaataaactg acagctttga 
aaaaaaaaaa 



<210> 4604 

<211> 666 

<212> PRT 

<213> Homo sapiens 

<400> 4604 

Ala Glu Arg Ala Gly Gin Glu Pro 

1 5 
Asp Leu Asp Cys Tyr Phe Thr Pro 
20 

Ser lie Leu Asp Ser Leu Glu Pro 

35 40 
Glu Ser Glu Ser Pro Gin Glu Ala 

50 55 
Pro Gin Gin Lys Glu Ser Ser Glu 



Leu Lys Thr lie Leu Asp Ala Gin 

10 15 
Met Lys Pro Glu Ser Leu Glu Asn 
25 30 
Gin Ser Leu Ala Ser Leu Leu Ser 
45 

Gly Arg Gly His Pro Ser Phe Leu 
60 

Ala Ser Glu Leu lie Leu Tyr Ser 
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195 200 205 

Glu Ser Leu Pro Val Ser Lys Gly Gly Pro Glu Phe Lys Leu Gin Lys 

210 215 220 

Leu Lys Arg Ser Gin Asn Ser Ala Phe Leu Asp lie Gly Asp Glu Asn 
225 230 235 240 

Glu lie Gin Leu Ser Lys Ser Asp Val Val Leu Ser Phe Thr Leu Glu 

245 250 255 

He Val He Met Glu Val Gin Gly Leu Lys Ser Val Ala Pro Asn Arg 

260 265 . 270 

He Val Tyr Cys Thr Met Glu Val Glu Gly Glu Lys Leu Gin Thr Asp 

275 280 285 

Gin Ala Glu Ala Ser Arg Pro Gin Trp Gly Asp Ser Gly Glu Phe His 
290 295 300 

Pro 
305 

<210> 4603 

<211> 2090 - 

<212> DNA 

<213> Homo sapiens 



<400> 4603 

gcagagcggg ccggccaaga gcccctcaag 
60 

tactttaccc ccatgaagcc cgagagtctg 
120 

cagagcctgg ccagcctgct gagtgagtca 
180 

ccctccttcc tgccccagca gaaggaatca 
240 

ctggaggcag aagtgacagt cacagggaca 
300 

gccgggcctg gagaccagca gggcgactcc 
360 

gaccagagcc cgcctgagga ctcgggggag 
420 

gccatccact ccccagctcc gcctcctgac 
480 

catttcccag gatgcgcagg tcccacagaa 
540 

gtccccagca gctccctacc ccagactccg 
600 

gagacactga ctgagtcccc ctgcagagct 
660 

gaccacttct tcaacccacg cctgagtatc 
720 

gcatccaggt tcacccatac cttccctccc 
780 

gaggtcaagc tcatggaccg aggcggaagc 
840 

ccagacagga cccacgtcct cgctgcaggg 
900 

ccaccacctc cctgccttac gagcctggcg 
960 



accatcctgg atgcccagga cctggattgc 
gagaactcca ttctggattc actggagcca 
gagagtcccc aggaagctgg ccgcgggcac 
tctgaggcca gtgagctcat cctctactct 
gacagccagt attgcaggaa ggaggtggag 
tacctcaggg tgtcctccga cagcccaaag 
tcagaggccg acctggagtg cagcttcgca 
cctgcccctc ggtttgccac gtcgctgccc 
gatgagctgt ccctgcccga gggacccagc 
gagcaggaga agttcctccg ccaccacttt 
ctgggagacg tggaggcctc tgaagctgaa 
tccacgcagt tcctctcaag cctccagaag 
cgggcaaccc agtgccttgt gaagtctcca 
cagcccagag caggtactgg ctacgcctcc 
aaggctgaag agaccctgga ggcctggcgc 
tcctgtgtcc ctgcttcctc cgtgctgccc 
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ggtgaagagg acttgtgcaa acagccaaat agaatggccc taagtgcagt gtctgaactt 



360 



attctgagca aggaacaact ctatgaaatg tttcagcaga ttctgggtat taaaaaacta 



420 



gaacaccagc tcctttataa tgcatgtcag ctggataacg cagatgaaca agcagcccag 



480 



atcagaaggg aacttgatgg ccggctgcaa ttggcagata aaatggcaaa ggaaagaaaa 



540 



ttccccaaat ttatagcaaa agatatggag aatatgtata tagaagagtt gcggtcttca 



600 



gtgaatttgc taatggccaa tttggaaagt cttccagttt cgaaaggtgg tccggaattt 



660 



aaattacaaa aattaaaacg ttcacagaac tctgcatttt tggacatagg agatgagaat 



720 



gagattcagc tgtcaaagtc cgacgtggta ctgtcattca ccttagagat tgtcataatg 



780 

gaagtgcaag gcctgaagtc agttgctccc aatcgaattg tttactgtac aatggaagtg 
840 

gaaggagaaa aacttcagac agaccaggcc gaagcctcaa ggccacaatg gggggactca 
900 

ggggaatttc accccc 
916 

<210> 4602 

<211> 305 

<212> PRT 

<213> Homo sapiens 

<400> 4602 

Lys Leu Asn Lys Gin. Gin Leu Gin Leu Leu Lys Glu Arg Phe Gin Ala 

1 5 10 / 15 

Phe Leu Asn Gly Glu Thr Gin lie Val Ala Asp Glu Ala Phe Cys Asn 

20 25 30 

Ala Val Arg Ser Tyr Tyr Glu Val Phe Leu Lys Ser Asp Arg Val Ala 

35 40 45 

Arg Met Val Gin Ser Gly Gly Cys Ser Ala Asn Asp Phe Arg Glu Val 

50 55 60 

Phe Lys Lys Asn He Glu Lys Arg Val Arg Ser Leu Pro Glu He Asp 
65 70 75 80 

Gly Leu Ser Lys Glu Thr Val Leu Ser Ser Trp He Ala Lys Tyr Asp 

85 90 95 

Ala He Tyr Arg Gly Glu Glu Asp Leu Cys Lys Gin Pro Asn Arg Met 

100 105 HO 

Ala Leu Ser Ala Val Ser Glu Leu He Leu Ser Lys Glu Gin Leu Tyr 

115 120 125 

Glu Met Phe Gin Gin He Leu Gly He Lys Lys Leu Glu His Gin Leu 

130 135 140 

Leu Tyr Asn Ala Cys Gin Leu Asp Asn Ala Asp Glu Gin Ala Ala Gin 
145 150 155 160 

He Arg Arg Glu Leu Asp Gly Arg Leu Gin Leu Ala Asp Lys Met Ala 

165 170 175 

Lys Glu Arg Lys Phe Pro Lys Phe He Ala Lys Asp Met Glu Asn Met 

180 185 190 

Tyr He Glu Glu Leu Arg Ser Ser Val Asn Leu Leu Met Ala Asn Leu 
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<210> 4600 
<211> 228 
<212> PRT 

<213> Homo sapiens 



<400> 4600 

Met Ser Tyr Ala Glu Lys Pro Asp Glu He Thr Lys Asp Glu Trp Met 
1 5 10 15 • . 

Glu Lys Leu Asn Asn Leu His Val Gin Arg Ala . Asp Met Asn Arg Leu 

20 25 30 

He Met Asn Tyr Leu Val Thr Glu Gly Phe Lys Glu Ala Ala Glu Lys 

35 .40 45 

Phe Arg Met Glu Ser Gly He Glu Pro Ser Val Asp Leu Glu Thr Leu 

50 55 60 

Asp Glu Arg He Lys He Arg Glu Met He Leu Lys Gly Gin He Gin 
65 70 75 80 

Glu Ala lie Ala Leu He Asn Ser Leu His Pro Glu Leu Leu Asp Thr 

85 90 95 

Asn Arg Tyr Leu Tyr Phe His Leu Gin Gin Gin His Leu He Glu Leu 

100 105 HO 

He Arg Gin Arg Glu Thr Glu Ala Ala Leu Glu Phe Ala Gin Thr Gin 

115 120 125 

Leu Ala Glu Gin Gly Glu Glu Ser Arg Glu Cys Leu Thr Glu Met Glu 

130 135 140 

Arg Thr Leu Ala Leu Leu Ala. Phe Asp Ser Pro Glu Glu Ser Pro Phe 
145 ' 150 155 160 

Gly Asp Leu Leu His Thr Met Gin Arg Gin Lys Val Trp Ser Glu Val 

165 170 175 

Asn Gin Ala Val. Leu Asp Tyr Glu Asn Arg Glu Ser Thr Pro Lys Leu 

180 - 185 190 

Ala Lys Leu Leu Lys Leu Leu Leu Trp Ala Gin Asn Glu Leu Asp Gin 

195 200 205 

Lys Lys Val Lys Tyr Pro Lys Met Thr Asp Leu Ser Lys Gly Val He 

210 215 220 

Glu Glu Pro Lys 
225 

<210> 4601 

<211> 916 

<212> DNA 

<213> Homo sapiens 

<400> 4601 

aagcttaaca aacaacagtt gcagttactg aaagaacggt tccaggcctt cctcaatggg 
60 

gaaacccaaa ttgtagctga cgaagcattt tgcaacgcag ttcggagtta ttatgaggtt 
120 

tttctaaaga gtgaccgagt ggccagaatg gtacagagtg gagggtgttc tgctaatgac 
180 

ttcagagaag tatttaagaa aaacatagaa aaacgtgtgc ggagtttgcc agaaatagat 
240 

ggcttgagca aagagacagt gttgagctca tggatagcca aatatgatgc catttacaga 
300 
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aaactggcaa aattactgaa actactactt 
780 

gtaaaatatc ccaaaatgac agacctcagc 
840 

ctgcgcttgc gtggtggatc caacaccagc 
900 

ctgcgactgc aagattctta ctgcagtaga 
960 

gacctggcat ctttttatag ggaaaaatgg 
1020 

aagctgccgt ctctttggca gtctgatgca 
1080 

ctggaaggtt gcggtttgct cttccagtgt 
1140 

tctaccacgg agggctgtgc tgttaggctg 
1200 

atcatgattc tgctttctgt tagcttaggc 
1260 

cttacccctg tggtttttgt gttttttttt 
1320 

atttgtaaat cctaattcaa agatggctca 
1380. 

ccctttggtc tgggttgtgt ggcttttggg 
1440 

aattttttaa atatatattt tggtgctgtg 
1500 

atgaaccatc tcttctgggc agttttgttg 
1560 

tgaccaaaat ggcctctaaa agatgttaat 
1620 

ttcttccccc tgtgatagcg gcagtggctt 
1680 

tggccctgtg ctgagtgagc ggcctccatt 
1740 

gcagagcccc agcaggtggt gcacgactgt 
1800 

gatctgccct ccagcatctc ggcagcatct 
1860- 

gtcctgcttc tgttcactca cagaactgtc 
192 0 

gtgcagggct gcgtgcattg cctgcgagtc 
1980 

ctctgggcac agatgtgttt ggattcattg 
2040 

tgagcagtgc taagtgttgg tttagtggat 
2100 

gtcctttgga gccagtggag cctgccggcg 
2160 

gaatctggga tctcgcctta ttctcaagta 
2220 

ctggtggcca gcttgccagt acctgagccg 
2280 

tcaccgagct cctgcatccc ttgagtgttg 
2314 



tgggctcaga 


acgagctgga 


ccagaagaaa 


aagggtgtga 


ttgaggagcc 


caagtagcgc 


cctgcgtcgt 


gggacttgcc 


tcagatcagc 


gaactctttt 


tctcccttgt 


actttttttt 


cctttgtagg 


cagtggaaaa 


cttgcaagga 


gagcctgcac 


tctggcactc 


gctgaagaat 


tcgggggcct 


ctggctgctg 


aaggattcgg 


catcccactc 


aaaatacagg 


aaaagcacga 


agacattggg 


ccttcaccta 


caagtttttc 


ttttcttttt 


ccataggaaa 


gaatatataa 


tgtgtgaggg 


cattgagttt 


gatttgtttt 


ggatgcgtgt gagggggcta 


tgtgtttttt 


tgtggtaaga 


gacttgttcc 


tagtggatca 


aaaataaagg 


tttctctttg 


atttcaagaa 


catctcaaat 


gaccttttgt 


ctttggggcg 


tttctggtac 


ctgcagctgg 


aaaggccact 


agagcgaggc 


agcccttggc 


cggtggggac 


tggcggaagg 


aacgcgtgtt 


catcctcagt 


catcctccat. 


cgtcagccgg 


ctctgccgat 


ccctgctccg 


tggtgggcag 


gagggaagtg 


gggacagttg 


atgggcacat 


ggccttgtag 


cagcggacca 


ccgggcactg 


ttgaccccac 


gttcgtggaa 


ttgctgatcc 


atccaagggc 


catctgaggg gcagaatgct 


gctagcactt 


gcaaggcatc 


tcgacaagca 


tggtctaggt 


gtcgggtcat 


ctgcctctga 


gggaccgtcc 



atca 
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<211> 135 
<212> PRT 

<213> Homo sapiens 
<400> 4598 





Ser 


cat* Trn Glv 
OCX. 1 ■*- c J 


His Ser Cys Ser Val Thr Asp Gly Met Gly Gly 


1 




5 


10 


15 




Thr 


Lys 


Ser Gin Pro 


Arg Asp Ser Gly Arg Pro 


Phe Gin Leu Thr 


Thr 




20 


25 


30 




Pro 


Gly 


Pro Trp Gly 


Val Gly Arg Gly Thr Cys 


Leu Thr Ala Gin 


Leu 




35 


40 


45 




Leu 


Leu 


Ser Ala Pro 


Phe Cys Leu Leu Pro Ala 


Leu Ser Gin Ala 


Val 




50 




55 


60 


Ala 


Ser 


Pro 


Arg Asn Ser 


Leu Arg Asn lie Leu Thr 


Leu Asn Ser Thr 


65 




70 75 




80 


Glu 


Pro 


Ser Ser Trp 


Glu Ser Arg Glu Arg Pro 


Leu Gin Ser Arg Asn 






85 


90 


95 




Val 


Tyr 


Ser Ser Ala 


Ser Phe Ser Glu His Leu Asp Gly Gly Cys 


Ser 




100 


105 


110 




Pro 


Leu 


Val Leu Gin 


Ser Leu Ala Arg Arg lie 


Ser Ser Thr Trp 


Leu 






115 


120 


125 




Val 


Asp 


Gin Ser Leu 


Arg Glu 








130 




135 







<210> 4599 

<211> 2314 

<212> DNA 

<213> Homo sapiens 

<400> 4599 

ngcgcgcctc cgccgcggcc cccacctctg cctccttcta ctcgggcgcc ccggcggccg 
60 

ccacctctcc ccagccccgg agaggctgcg gagccgcagc cgcccagacc gcgcagcgcg 
120 

ggaggcaggt tccgcacgaa ataaatcaga atgagttatg cagaaaaacc cgatgaaatc 
180 

acgaaagatg agtggatgga aaagctcaat aacttgcatg tccagagagc agacatgaac 
240 

cgcctcatca tgaactacct ggtcacagag ggctttaagg aagcagcgga gaagtttcga 
300 

atggaatctg gaatcgaacc tagtgtggat ctggaaacac ttgatgaacg. aatcaagatc 
360 

cgggagatga tactgaaagg tcagattcag gaggccatcg ccttgatcaa cagcctccac 
420 

ccagagctct tggacacaaa ccggtatctt tacttccatt tgcagcaaca gcatttgatc 
480 

gagctgatcc gccagcggga gacagaggcg gcgctggagt ttgcacagac tcagctggcg 
540 

gagcagggcg aggagagccg agagtgcctc acagagatgg agcgtaccct ggcactgctg 
600 

gcctttgaca gtcccgagga gtcgcccttc ggagacctcc tccacaccat gcagaggcag 
660 

aaggtgtgga gtgaagttaa ccaagctgtg ctagattatg aaaatcgcga gtcaacaccc 
720 
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<211> 169 
<212>.PRT 

<213> Homo sapiens 
<400> 4596 

Asp Cys Gly Gly Ala Thr Val Pro Ala Val Pro Val Ser Ser Leu Gly 

1 5 10 15 

Arg Lys Gin Arg Ala Val Ser Gin Leu Ser Arg Gly Leu Thr. Asp lie 

20 25 30 

Phe Leu Gly Thr Ser He Ser Ser Ser Ser Ser Trp Ala Pro Leu Arg 

35 40 45 

Gly Arg Glu Ala Ala Leu Pro Gly Pro Ala Gly Asp Xaa Ala Val Lys 

50 55 60 

Gly Pro Ala Asp Pro Ala Ala Gin His Ser Arg Asp Gly Gin Gly Gly 
65 70 75 80 

Trp Pro Pro Ala Gin. Gly Thr Ala Ser Thr Ala Gly Lys Ser Gly Ala 

85 90 95 

Pro Gly Ala Trp Ser Val Gly Gly Ala Thr Gly Pro Arg Gly Ala Lys 

100 105 110 

Gly Pro Arg Thr Gly Arg Pro Ala Pro Ser Pro Gly Ser Pro Pro Arg 

115 120 125 

Glu Ser Arg Cys Leu Ala Pro Gly Pro Ser Arg Leu Asp Pro Gly Pro 

130 135 140 

Ala Xaa Ala Ala Ala Pro Gly Ala Leu Arg Pro Pro Ala Asp Pro Ser 
145 150 155 160 

Gin Ala Arg Pro Arg Arg Gly Ser Asn 
165 

<210> 4597 
<211> 515 
<212> DNA 

<213> Homo sapiens 
<400> 4597 

gtgcacatcc tgacagcaca cttcgtcctc tgcacgacaa ccctgaggga cggggcctcg 
60 

ctgcaggggc ggtgcagaca gagctgcagg acctgcttcc ctgcaggcaa tgtcctcctg 
120 

gggacactca tgctcagtga ctgatgggat ggggggtaca aagtcccagc cacgtgattc 
180 

tgggaggcca ttccagctca caactcctgg gccctgggga gtcggccgtg ggacctgcct. 
240 

cacagctcag ctcctcctct cggccccatt ctgcctcctc ccggcccttt cccaggcagt 
300 

aagcccaagg aactccttaa gaaacatcct cactctgaac tccactgcag agccttcttc 
360 

ctgggaaagc agggagcgcc ccctgcaatc acgtaatgtt tactcatccg cctccttctc 
420 

ggagcacctt gacggaggat gctccccact agtgctacaa agcctagcac gtagaataag 
480 

ctcaacatgg ttggttgacc agagtctgag ggaac 
515 

<210> 4598 
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1045 1050 1055 

He Val Gin Phe Leu Gly Asp Ala Val Phe He Pro Ala Gly Ala Pr,o 

1060 1065 1070 

His Gin Val His Asn Leu Tyr Ser Cys He Lys Val Ala Glu Asp Phe 

1075 1080 1085 

Val Ser Pro Glu His Val Lys His Cys Phe Arg Leu Thr Gin Glu Phe 

1090 1095 1100 

Arg His Leu Ser Asn Thr His Thr Asn His Glu Asp Lys Leu Gin Val 
1105 1110 1H5 1120 

Lys Asn lie He Tyr His Ala Val Lys Asp Ala Val Gly Thr Leu Lys 

1125 . 1130 .1135 

Ala His Glu Ser Lys Leu Ala Arg Ser 
1140 ' 1145 

<210> 4595 
<211> 935 
<212> DNA 

<213> Homo sapiens 
<400> 4595 

ggttaccaat ctgaagtggg agtggccgcc cttttttttt tttttttttt ttttttttga 
60 

gtcctctgag aatttattac tacggatcac agcagcaacg ggcgggaagg gcggcgccag 
120 

actcatttgc cccgcaggta gatcttgggg gtctgccagc cttcgggggc ttcctttagc 
180 

cccgccttca gccagatgcg cctcaggtct ttctcgaact tgatctgctt gcgtctcagg^ 
240 

cgtccctcct ggaccttcct ccgcaggaac cgcgtcttct tcaccagctt ccggtacttg 
300 * 

tggtggttca tcttccgccg gcggatcttc agcacgtttt tgcactgaat ttgaggcgca 
360 

tccgcgacgc cttcatcccc ctgctcggcc ccttccccta tctggctggg cggacactgg 
420 

taggattgcg gtggagccac agtccctgcg gtcccggtat ccagtctggg caggaagcag 
480 

cgggccgtga gccagctctc cagggggctg acggacatct tcctggggac cagcatctcc 
540 

tccagctcca gctgggcccc cttgcgaggg agagaggccg ccctacctgg gccggccggc 
600 

gatngtgctg taaaggggcc cgcagacccg gctgcccagc actccagaga cggccaaggc 
660 

gggtggccgc ctgcccaagg aacggcctca acagctggga agtcaggcgc cccaggagca 
720 

tggtctgtgg gcggcgccac aggtcccagg ggagcgaaag gtcccagaac ggggaggccg 
780 

gccccctccc cgggttcacc cccgcgcgaa tcgcgttgcc tggcgcccgg accctctcgg 
840 

ctggaccccg ggcccgccnn tgccgcagcg cccggcgccc tcaggcctcc cgctgaccct 
900 

tcccaagccc gacctcgacg cggctcaaat tgacc 
935 

<210> 4596 
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610 

Gly Ser Leu Arg Ser 
625 

Leu Asp Ser Phe Asn 
645 

Leu Phe Asn Ser Leu 
660 

Glu Gly Ser Ser Leu 
675 

Pro Gin Thr Pro Leu 
690 

Thr Ser Ser Ala Gly 
705 

Asp His lie lie Ala 
725 

Ser Lys Arg Ala Cys 
740 

Met Val Met Gly Leu 
755 

Leu Cys Asp Gly Arg 
770 

Asn Trp Lys lie Phe 
785 

, Val Ser Gly Val His 
805 

Ala Phe Ser Gin Glu 
820 

Arg Asn Cys Ala lie 
835 

Gly Phe Glu lie He 
850 

Met Val Leu Lys Leu 
865 

Met Met Pro Thr Arg 
885 

Glu Tyr Thr Lys Arg 
900 

Ser Tyr Phe Val Arg 
915 

Gly Leu He Thr Ala 
930 

Leu Asp Val Ser Asp 
945 

He Gly Glu Gly Ala 
965 

Gly Asp Ala Asp Glu 
980 

Lys Pro Gly Ala Leu 
995 

He Arg Glu Leu Leu 
1010 

Pro Pro Asp His Asp 
1025 

Thr Leu Arg Lys Arg 



615 

Val Leu Asn Lys 
630 

Ser Thr Ala Lys 

Leu Leu Gly Pro 

. 665 

Arg Asp Leu Leu 
680 

Asp Thr Gly He 
695 

Val Lys Ser Lys 
710 

Ser Val Val Glu 

Asn Leu Thr Asp 
745 

Asn Val Leu Asp 
760 

Leu Leu Cys Leu 
775 

Arg Glu Cys Trp 
790 

Lys Lys Leu Lys 

Phe Gly Asp Gin 
825 

He Ser Asp Val 
840 

Cys Lys Arg Leu 
855 

Lys Asp Trp Pro 
870 

Phe Glu Asp Leu 

Asp Gly Arg Leu 
905 

Pro Asp Leu Gly 
920 

Glu Asp Arg Arg 
935 

Ala Val Asn Val 
950 

His Asp Glu Glu 

Val Thr Lys Gin 
985 

Trp His He Tyr 

1000 
Arg Lys Val Gly 

1015 
Pro He His Asp 
1030 

Leu Tyr Glu Glu 



620 

Glu Ser His Ser Pro 
635 

Val Ser Pro Leu Thr 
650 

Thr Ala Ser Asn Asn 
670 

His Ser Gly Pro Gly 
685 

Pro Phe Pro Pro Val 
700 

Ala Ser Leu Pro Asn 
715 

Asn Lys Lys Thr Ser 
730 

Thr Gin Lys Glu Val 
750 

Pro His Thr Ser His 
765 

His Asp Pro Ser Asn 
780 

Lys Gin Gly Gin Pro 
795 

Ser Glu Leii Trp Lys 
810 

Asp Val Asp Leu Val 
830 

Lys Val Arg Asp Phe 
845 

Arg Ser Glu Asp Gly 
860 

Pro Gly Glu Asp Phe 
875 

Met Glu Asn Leu Pro 
890 

Asn Leu Ala Ser Arg 
910 

Pro Lys Met Tyr Asn 
925 

Val Gly Thr Thr Asn 
940 

Met Val Tyr Val Gly 
955 

Val Leu Lys Thr He 
970 

Arg He His Asp Gly 
990 

Ala Ala Lys Asp Ala 
1005 

Glu Glu Gin Gly Gin 
1020 

Gin Ser Trp Tyr Leu 
1035 

Tyr Gly Val Gin Gly 



Phe Gly 
640 
Pro Lys 
655 

Lys Thr 

Lys Leu 

Phe Ser 

Phe Leu 
720 
Asp Ala 
735 

Lys Glu 

Ser Trp 

Lys Asn 

Val Leu 
800 
Pro Glu 
815 

Asn Cys 

Trp Asp 

Gin Pro 

Arg Asp 
880 
Leu Pro 
895 

Leu Pro 

Ala Tyr 

Leu His 

He Pro 
960 
Asp Glu 
975 

Lys Glu 

Glu Lys 

Glu Asn 

Asp Gin 

1040 
Trp Ala 
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180 185 190 

Asp Ser Asp Ser Ser Thr Asn Ser Asp Leu Ser Asp Leu Ser Asp Ser 

195 200 205 

Glu Glu Gin Leu Gin Ala Lys Thr Gly Leu Lys Gly He Pro Glu His 

210 215 220 

Leu Met Gly Lys Leu Gly Pro Asn Gly Glu Arg Ser Ala Glu Leu Leii 
225 230 235 240 

Leu Gly Lys Ser. Lys Gly Lys Gin Ala Pro Lys Gly Arg Pro Arg Thr 

245 250 255 

Ala Pro Leu Lys Val Gly Gin Ser Val Leu Lys Asp Val Ser Lys Val 

260 265 270 

Lys Lys Leu Lys Gin Ser Gly Glu Pro 1 Phe Leu Gin Asp Gly Ser Cys 

275 280 285 

He Asn Val Ala Pro His Leu His Lys Cys Arg Glu Cys Arg Leu Glu 

290 295 300 . 

Arg Tyr Arg Lys Phe Lys Glu Gin Glu Gin Asp Asp Ser Thr Val Ala 
305 310 315 320 

Cys Arg Phe Phe His Phe Arg Arg Leu He Phe Thr Arg Lys Gly Val 

325 330 335 

Leu Arg Val Glu Gly Phe Leu Ser Pro Gin Gin Ser Asp Pro Asp Ala 

340 345 350 

Met Asn Leu Trp He Pro Ser Ser Ser Leu Ala Glu Gly He Asp Leu 

355 360 365 

Glu Thr Ser Lys Tyr He Leu Ala Asn Val Gly Asp Gin Phe Cys Gin 

370 ~ 375 380 

Leu Val Met Ser Glu Lys Glu Ala Met Met Met Val Glu Pro His Gin 
385 390 395 400 

Lys Val Ala Trp Lys Arg Ala Val Arg Gly Val Arg Glu Met Cys Asp 

405 410 415 

Val Cys Glu Thr Thr Leu Phe Asn He His Trp Val Cys Arg Lys Cys 

420 425 430 

Gly Phe Gly Val Cys Leu Asp Cys Tyr Arg Leu Arg Lys Ser Arg Pro 

435 440 445 

Arg Ser Glu Thr. Glu Glu Met- Gly Asp Glu Glu Val Phe Ser Trp Leu 

450 455 460 

Lys Cys Ala Lys Gly Gin Ser His Glu Pro Glu Asn Leu Met Pro Thr 
465 470 475 480 

Gin He He Pro Gly Thr Ala Leu Tyr Asn He Gly Asp Met Val His 

485 490 495 

Ala Ala Arg Gly Lys Trp Gly He Lys Ala Asn Cys Pro Cys He Ser 

500 505 510 

Arg Gin Asn Lys Ser Val Leu Arg" Pro Ala Val Thr Asn Gly Met Ser 

515 520 525 

Gin Leu Pro Ser lie Asn Pro Ser Ala Ser Ser Gly Asn Glu Thr Thr 

530 535 540 

Phe Ser Gly Gly Gly Gly Pro Ala Pro Val Thr Thr Pro Glu Pro Asp 
545 550 555 , v 560 

His Val Pro Lys Ala Asp Ser Thr Asp He Arg, Ser Glu- Glu Pro Leu 

565 570 575 

Lys Thr Asp Ser Ser Ala Ser Asn Ser Asn Ser Glu Leu Lys Ala He 

580 585 590 

Arg Pro Pro -Cys Pro Asp Thr Ala Pro Pro Ser Ser Ala Leu His Trp 

595 600 605 

Leu Ala Asp Leu Ala Thr Gin Lys Ala Lys Glu Glu Thr Lys Glu Ala 
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tatttttaga atttttgaaa taccacagtt gttttcctgg attataagga aaggcacatt 
414 0 

acatttagtc ttcctttcga tataaaactc tttgaagaaa tatgattttt agaaatcagc 
4200 

tacccattat agcacaaaat cagccaaagc agaattttta aaaattggct tttttaggat 
4260 

tctttttctc cccctcccat cttagtctta ccttgaggga acagtcatat gagaaggaac 
4320 

tttgtcacat ctaagctgtg gtgtgttccc catgtgtgtg tacaacactg gtgactccag 
4380 

gaaccatttt cacctattac cagtgttccc tggggactcc tcttaatgtt tccaaatggg 
4440 

aaggacagtt gatttccaac atgaggtttt ttgtttttta tccagaaata ttttcagcaa 
4500 _ 

aactttccaa ctgagtggag tctgattaag gatttatttg aaaatggtgg gattcattgg 
4560 

cccataggta cattggaaaa tgtatatctc tccagctgta ctgtagtgcc ctgcaggctg 
4620 

tttatatgtt cacagttact tttttttttt tttaaataaa agtcatttaa tgtagaatac 
4680 

ttttaatttc actttctgta ttttaatttt gttgaagggc tgattgggat ttccatgttc 
4740 

ttattaaaaa tctaacaaat caaaaaaaaa aaaaaaaaaa aaa 
4783 

<210> 4594 

<211> 1145 

<212> PRT 

<213> Homo sapiens 

<400> 4594 

Asn His Glu Asn Leu Phe Leu Gin Pro Pro Lys Leu Ser Arg Glu Glu 

1 5 10 15 

Pro Ser Asn Pro Phe Leu Ala Phe Val Glu Lys Val Glu His Ser Pro 

20 *25 30 

Phe Ser Ser Phe Ala Ser Gin Ala Ser Gly Ser Ser Ser Ser Ala Thr 

35 40 45 

Thr Val Thr Ser Lys Val Ala Pro Ser Trp Pro Glu Ser His Ser Ser 

50 55 60 

Ala Asp Ser Ala Ser Leu Ala Lys Lys Lys Pro Leu Phe lie Thr Thr 
65 70 75 80 

Asp Ser Ser Lys Leu Val Ser Gly Val Leu Gly Ser Ala Leu Thr Ser 

85 90 95 

Gly Gly Pro Ser Leu Ser Ala Met Gly Asn Gly Arg Ser Ser Ser Pro 

100 105 110 

Thr Ser Ser Leu Thr Gin Pro lie Glu Met Pro Thr Leu Ser Ser Ser 

115 120 125 

Pro Thr Glu Glu Arg Pro Thr Val Gly Pro Gly Gin Gin Asp Asn Pro 

130 135 140 

Leu Leu Lys Thr Phe Ser Asn Val Phe Gly Arg His Ser Gly Gly Phe 
145 150 155 160 

Leu Ser Ser Pro Ala Asp Phe Ser Gin Glu Asn Lys Ala Pro Phe Glu 

165 170 175 

Ala Val Lys Arg Phe Ser Leu Asp Glu Arg Ser Leu Ala Cys Arg Gin 
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. gaatttggag accaggatgt agacttggtg 
2520 

gtgaaagttc gggatttctg ggatggtttc 
2580 

gatgggcagc caatggtgct caaactcaag 
2640 

atgatgccaa ccaggtttga agatctgatg 
2700 

cgagatggca ggctcaatct ggcctctagg 
2760 

ggccccaaga tgtacaacgc ctatgggttg 
2820 

acaaatcttc acttagatgt gtctgatgct 
2880 

atcggggagg gtgctcatga tgaagaggta 
2940 

gaggtgacga agcagaggat tcatgatgga 
3000 

tatgcagcca aggatgcaga gaagatccgg 
3060 

ggccaagaga acccccctga tcatgaccca 
3120 

accctccgta agcgactcta tgaggagtat 
3180 

ctaggtgatg ctgttttcat acctgctgga 
3240 

tgcataaaag tagcagaaga ctttgtatct 
3300 

actcaggaat tcaggcatct ctctaacact 
3360 

aagaacatca tttaccatgc agtgaaagat 
3420 

aaactggcaa ggtcctaggc atggagaaac 
3480 

ctcacaacac ttaacaggga acggcagggc 
3540 

agccagtgtg gtcagtattc caaactctcc 
3600 

gaaggttgac acaggaaagt cgtactgttc 
3660 

gtgccacatc cctatcctgt ggccttttgg 
3720 

ttcctgcaca ttctcctgat ttgagattca 
3780 

tgcctagtta agtgggaatg tgtttggaga 
3840 

ggggtaattg cttaaacatg cctggtggaa 
3900 

acaaagccca tcccaggaga cggggtgaag 
3960 

agtcttgcaa gacccaggga gaacccactg 
4020 

tgtgtgtatt tagtgaaaaa tagatttgta 
4080 



aactgcagga actgtgctat aatttccgat 
gagatcatat gcaaacgact acggtcagaa 
gactggcctc ctggggaaga ttttcgagac 
gagaaccttc ctctgccaga atataccaaa 
ctacctagct actttgtaag gcctgatctg 
ataacagcag aagatagaag agttggtaca 
gttaatgtga tggtgtatgt tgggattccc 
ctcaagacaa ttgacgaggg agatgccgat 
aaagagaagc caggtgcttt atggcacatc 
gagctgctcc gaaaggttgg agaagaacaa 
attcatgacc aaagttggta cctggaccag 
ggcgtgcaag gctgggctat tgtgcagttc 
gccccacacc aggttcacaa tctatacagt 
ccagaacatg taaagcactg tttccgcctg 
catacaaatc atgaggataa actgcaggtg 
gcggttggca ccctcaaggc tcatgaatcc 
tccaagctcc tctgtgaagc aggtctttca 
tctttgctgg agcagaggcc cttcacccag 
agccactctc ttctacgctg cctcaacact 
acacracacag tttgagactc caagccaaga 
aaatccaaat tgcctgaaca tggcggggct 
cgggcacacc tttcttttct tttcctcttg 
taggggaaat cacataactg gtacaagtat 
gtctgatagc gtctctgcac gtgacctctg 
ctattcccca cactctcctg tgaacactgg 
cttttcccag gaggctccag gattaggaaa 
gtgaaatagt tactatttca tgaaagtaga 
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cccttcctgc aggatgggtc atgcatcaat gtggcacctc atctgcacaa gtgtcgtgaa 
900 

tgccgcctgg agcggtaccg gaagtttaag gaacaggagc aagatgattc tactgtagcc 
960 

tgccgtttct ttcacttccg gaggttgatc ttcactcgaa aaggggtgct ccgtgtggag 
1020 

gggtttttaa gcccccagca aagtgaccct gatgccatga acctgtggat tccctcttcc 
1080 

tccctagcag aagggataga tctagagacc- tcaaaataca tcctggccaa tgttggggac 
1140 

cagttctgcc agctcgtaat gtctgagaag gaggccatga tgatggtgga gccacaccag 
1200 

aaagtggcat ggaagcgagc tgtgcgtggt gtacgggaga tgtgtgatgt gtgtgaaaca 
1260 

actctcttca acatccactg ggtttgtcgc aaatgtggat ttggggtctg ccttgactgt 
1320 

taccggctca ggaaaagccg gccacgcagt gagacagaag agatgggtga tgaagaagtt 
1380 

ttctcctggt tgaagtgtgc aaagggacag tcccacgaac cagagaatct catgcccaca 
1440 

caaattattc ctggcacagc tctttacaat attggagaca tggtacatgc tgcccggggc 
1500 

aagtggggaa ttaaagcaaa ctgcccttgt atcagtcgac agaacaaatc tgtattgaga 
1560 

cctgccgtca ccaatgggat gtcacagctt cctagcataa accctagtgc ctcttctgga 
1620 

aacgaaacta ccttctctgg tggaggagga ccggcaccag taacaactcc agagccggac 
1680 

catgttccca aagccgacag cactgacatc agatctgaag agcctctgaa aacagacagt 
1740 

tcggcgtcaa atagcaatag tgaactgaaa gccatcaggc ctccttgccc tgacacggcc 
1800 

ccaccctcct ccgccctgca ctggttggca gatttagcaa ctcagaaggc taaagaagaa 
1860 

acaaaagaag cagggtccct gaggtcggtg ctcaataaag agtctcattc accctttggg 
1920 

ctggactcgt tcaactccac tgcaaaggtc tctccgctga ctccaaagct ttttaacagt 
1980 

ctgttgctgg gtcccactgc ctccaacaac aaaaccgaag ggtctagcct tcgagacctc 
2040 

cttcactccg ggccgggaaa acttcctcaa acccccttgg acacaggcat accctttccc 
2100 

ccggtcttct ctacatcctc agcaggagtg aagagcaagg ccagcctacc caactttctt 
2160 1 

gaccacatca ttgcctcagt ggtagaaaat aagaaaacct cagatgcttc aaagcgggcc 
2220 

tgcaacttga ctgataccca gaaggaagtg aaggagatgg tgatggggtt aaatgtgcta 
2280 

gatccccata cttctcactc ctggctttgt gatgggaggc ttctgtgtct ccatgacccc 
2340 

agcaacaaaa acaattggaa gatcttccgg gagtgttgga agcaaggtca gccagtgctg 
2400 

gtttcggggg tacataaaaa gctcaagtct gagctctgga agccagaagc ctttagccag 
2460 
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1 








5 


10 








J. o 




Arg 


Ser 


Ala 


Ala 


Glu 


Leu Ser Asn Cys Asp Arg 


Asp 


His 


Leu 


Ala 


Lys 






20 




25 






30 






Lys 


Ala- 


Ser 


Ser 


He' 


Tyr Ser Thr Ala Leu Cys Phe 


Gly Leu 








35 






40 




45 








Ala 


Pro 


Leu 


Trp 


Pro 


Ser Gly His Asp Arg Leu 


His 


Glu 


Thr 


Arci 


Lvs 




50 








55 


60 










Leu 


Arg 


Cys 


Leu 


Ala 


Asp Arg Leu Val Ser Pro 


His 


Pro 


Ala 


Ser 


Ser 


65 










70 75 










80 


Pro 


Gly 


Ser 


Arg 


Tyr 


Leu Pro Gin Asn Ser Leu 


His 


Lys 


Trp 


Pro 


Gin 










85 


90 








95 




Ala 


Cys 


Ala 


Gly 


Leu 


Trp Gly Phe Leu Pro Trp Ala 


Val 


Val 


Leu 


Gly 








100 




105 






110 






Met 


Cys 


Ser 


Pro 


Gin 


Ala Asp Gly Gin Leu Trp 


Glu 


Gly Trp 


Ser 


Cys 






115 






- 120 




125 








Arg 


Leu 


Gly 


He 


His 


Thr ^ Pro Ala His Val Ala 


Ser 


Pro 


Ser 


Ala 


val 


130 








135 


140 










Trp 


Ser 


Gin 


Gly 


Trp 


Ala Gly Lys 












145 










150 













<210> 4593 

<211> 4783 

<212> DNA 

<213> Homo sapiens 

<400> 4593 , " 

aatcatgaaa atctattttt acagcccccc aaattgtccc gagaagagcc ttctaatcct 
60 

ttcttggcat ttgtggagaa agttgaacac agccctttca gtagttttgc atctcaggca 
120 

tcaggtagct cctcttctgc taccactgtc acctccaagg tggcacccag ctggcccgag 
180 

tctcactcct ctgcagattc ggcatcttta gcaaagaaga aacccctctt cattacaact 
240 

gactcctcca agctagtatc tggtgttctg ggctcagctc ttaccagtgg gggcccaagc 
300 

ctctctgcca tggggaatgg ccgctccagc tcgcccacca gcagcctcac tcagcccatt 
360 

gagatgccaa ctctctcctc tagccccaca gaggagaggc caactgtggg gcctgggcag 
420 

caggacaatc ccctcctcaa aacctttagt aacgtctttg gcaggcactc aggcggcttt 
480 

ctgtcctccc cggcagattt ttcacaggag aacaaagctc cttttgaagc tgtgaaaagg 
540 

ttctcactgg atgaacgaag cttggcttgc agacaagact cggactccag caccaacagt 
600 

gacctgtcag atttgagtga ctctgaggag cagctgcagg ctaagacagg cctgaaggga 
660 

attccagagc acctgatggg gaagctgggc cccaatgggg agcgcagtgc tgagctgttg 
720 

ctgggcaaaa gcaaagggaa gcaggccccc aagggccggc ctcggactgc ccccctgaaa 
780 

gttggccagt cagtgctgaa agatgtaagc aaagtgaaga agctgaagca atctggagag 
840 
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<211> 121 
, <212> PRT 
<213> Homo sapiens 

<400> 4590 

Met Leu Leu Gly Arg Leu Thr Ser Gin Leu Leu Arg Ala Val Pro Trp 

1 5 10 15 

Ala Gly Arg Lys Pro Arg Gly Gly Xaa Gly Arg Met His Thr Trp Leu 

20 25 30 

Gly Val Arg Val Ser Ala Ala Pro Leu Gly Gin Gly Gly Gly His Thr 

35 40 45 

His Thr Leu Ser Pro Leu Ser Phe Arg Cys Ser Gin Arg Glu Pro Gin 

50 55 60 

Gly Phe Arg Pro Gly Met Arg Cys Gly Gly Ser Ser Leu Gly Arg Thr 
65 70 75 80 

Cys Cys Ser Pro Thr Arg Arg Ala Cys Val Val Ser Arg Ala Val Thr 

85 90 95 

Val Ala Ser Gly Phe Leu Gin Ala Ala Ala Arg Leu Gly Pro Ser Leu 

100 105 110 

Glu Cys Trp Ala Ala Gly Ser Ala Gly 
115 120 ' 

<210> 4591 

<211> 496 

<212> DNA 

<213> Homo sapiens 

<400> 4591 

aaatttggcc caccgcctac ttttgtagac gacgttttat gggaacacag acacccccgt 
60 

ccgtgtactt ccatggcttc tttcacaggt cagctgcaga gctaagtaac tgtgacaggg 
120 

accacttggc taagaaagcc tccagtattt actcgactgc cctgtgcttt ggactcaaaa 
180 

gagctcctct ctggccctct ggccacgatc gtctccatga gacacggaag ctacgatgct 
240 

tggcagacag gcttgtgagc ccacaccctg cctccagccc aggctccagg tacctgcccc 
300 

agaattccct gcacaagtgg ccccaagctt gtgctggtct gtgggggttt cttccctggg 
360 

ctgttgtcct gggcatgtgc agtcctcagg ctgatgggca gctatgggaa ggctggtcat 
420 

gcaggctggg tatccacaca cctgcacacg tggcttctcc tagtgcagta tggagtcagg 
480 

gatgggccgg gaaggg 
496 

<210> 4592 

<211> 152 

<212> PRT 

<213> Homo sapiens 

<400> 4592 

Met Gly Thr Gin Thr Pro Pro Ser Val Tyr Phe His Gly Phe Phe His 
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130 135 140 

Gly Ala Ser Gin Lys Leu Pro Arg Lys Met Val Ala lie Asp Cys Glu 
145 150 155 160 

Met Val Gly Thr Gly Pro Lys Gly His Val Ser Ser Leu Ala Arg Cys 

* 165 170 175 

Ser lie Val Asn Tyr Asn Gly Asp Val Leu Tyr Asp Glu Tyr He Leu 

180 185 190 

Pro Pro Cys His He Val Asp Tyr Arg Thr Arg Trp Ser Gly He Arg 

195 200 - 205 

Lys Gin His Met Val Asn Ala Thr Pro Phe Lys He Ala Arg Gly Gin 

210 215 220 

lie Leu Lys He Leu Thr Gly Lys He Val Val Gly His Ala He His 
225 . 230 235 240 

Asn Asp Phe Lys Ala Leu Gin Tyr Phe His Pro Lys Ser Leu Thr Arg 

245 250 . 255 

Asp Thr Ser His He Pro Pro Leu Asn Arg Lys Ala Asp Cys Pro Glu 

260 265 270 

Asn Ala Thr Met Ser Leu Lys His Leu Thr Lys Lys Leu Leu Asn Arg 

275 280 285 

Asp He Gin Val Gly Lys Ser Gly His Ser Ser Val Glu Asp Ala Gin 

290 295 300 

Ala Thr Met Glu Leu Tyr Lys Leu Val Glu Val Glu Trp Glu Glu His 
305 310 315 320 

Leu Ala Arg Asn Pro Pro Thr Asp 
325 

<210> 4589 
<211> 585 

<212> DNA ■■ ' 

-<213> Homo sapiens 

<400> 4589 , 

acgcgtgaag ggggcttggg agcctcgggg cgcgagctgt gttggaagca aagtcctcct 
60 

tgtgggttgg ggtggctgag ggagaaggga agcgagggtc gcggcgggac cagacgcccc 
120 

agtcccggcc cgcccgcgac tactgaaggc gctgccgcct gacctgaacg ggcacttgtg 
180 

ttccagctcc cctgggacct gtggccgccg cccacagacc atgctcctgg ggcgcctgac 
240 

ttcccagctg ttgagggccg ttccttgggc aggtaggaag ccccgcggcg ganctgggag 
300 

gatgcacacc tggttaggag tgcgggtctc agcagctccg ctggggcagg gcggtggcca 
360 

cacacacact ctttcccctc taagcttccg atgctcacag agggaacctc aggggttcag 
420 

gccaggaatg aggtgcgggg gatcctcgct gggacgaacc tgctgctccc caacccgacg 
480 

ggcctgtgtg gtctcgcgag cggtgaccgt ggcgtctggt tttctgcagg cggccgcccg 
540 

ccttggcccg tctctggagt gctgggcagc cgggtctgcg ggccc 
585 



<210> 4590 
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ctcaccaaga agctgctaaa ccgggatatc caggttggga agagcggaca ttcctctgtg 
900 

gaagatgccc aggccaccat ggagctatat aagttggttg aagtcgagtg ggaagagcac 
960 

ctagcccgga atccccctac agactagtgg cagtggggac gctggtgata tgaggaggca 
1020 

gaggcagcac ccaggagaaa cagggcagtg gaccaatgga cagctccacc agctccacat 
1080 

ctttggaagc tagatttggg gagagagaag ctctacccca gacttaatac ccattgaaat 
1140 

ttcacctcag gtgttgtgtc ctgtgtctgg ttaagtgtcc catggaaggg gaaagccttc 
1200 

acgtcagaac ccaaccctat accttttact tcttaaatgg tgctaaccac aggtgtccca 
1260 

gggtgctctg tgccagttaa gatttttaac tttcaagggg cagggcatac tgggaaatgt 
1320 

agtttcccaa actgccttat cacttgggtg gacatatgtc tccttttatg ccttttggtc 
1380 

ttgagtaatt aacagcatcc tcttccacgc tcagaagtgt tctggttggg gccaggcatg 
1440 

gtcgtcacgc ctgtagtccc aacacttagg gagtccgagg cgggcggatc acctgagatc 
1500 . 

aggagttcaa gaccagcctg gccaacatgg cgaattcccg ttctctacta aaaatacaaa 
1560 

aaatgtgtgg ggtgtggtgg caggagcctg taatcctagc tactcaggag gctgaggcag 
1620 

gagaatcgct tgagcccagg aggcggagat tgcagtgagc cgagatcgtg tcactgcact 
1680 

ccagcctggg tgacaagagt gagactccgt ctccaaaaaa aaa 
1723 

<210> 4588 
<211> 328 
<212> PRT 

<213> Homo sapiens 
<400> 4588 

Xaa Asn Phe Val Lys Lys Arg Arg Leu ' Leu Glu Arg Arg Gly Phe Leu 

1 5 10 15 

Ser Lys Lys Asn Gin Pro Pro Ser Lys Ala Pro Lys Leu His Ser Glu 

20, 25 30 

Pro Ser Lys Lys Gly Glu Thr Pro Thr Val Asp Gly Thr Trp Lys Thx 

35 40 45 

Pro Ser Phe Pro Lys Lys Lys Thr Ala Ala Ser Ser Asn Gly Ser Gly 

50 55 60 ' 

Gin Pro Leu Asp Lys Lys Ala Ala Val Ser Trp Leu Thr Pro Ala Pro 
65 70 ' 75 80 

Ser Lys Lys Ala Asp Ser Val Ala Ala Lys Val Asp Leu Leu Gly Glu 

85 90 95 

Phe Gin Ser Ala Leu Pro Lys lie Asn Ser His Pro Thr Arg Ser Gin 

100 105 110 

Lys Lys Ser Ser Gin Lys Lys Ser Ser Lys Lys Asn His Pro Gin Lys 

115 120 125 

Asn Ala Pro Gin Asn Ser Thr Gin Ala His Ser Glu Asn Lys Cys Ser 
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385 

Leu lie Asp Asn 

Pro Ser Lys Glu 
420 

Gin Glu Arg Asn 
435 

Arg Glu' Gin Arg 
450 

Lys Ala Ala Glu 
465 

Leu Lys Leu Lys 

Ala Leu Thr Gly 
500 

Asn Thr Phe Phe 
515 

Tyr Gin 
530 



390 

Arg Lys Val Pro 
405 

Lys Ser Pro Gin 

Leu Glu Glu Lys 
440 

Arg Phe His Gly 
455 

Asp Leu Glu lie 
470 

Leu Gly Leu Thr 
485 

Asn Leu Ser Leu 

Asn Thr Lys Tyr 
520 



395 

Leu Asn Pro Pro 
410 

Ala Ser Lys Glu 
425 

lie Lys Gin His 

Gin Ala Pro Leu 
460 

Ala Thr Glu Leu 
475 

Leu Asn Lys Asp 
490 

Gly Leu Pro Ala 
505 

Gly Glu Ser Gly 



400 

Gly Lys Met Lys 
415 

Met Ser Ala Leu 
430 

Val Leu Gin Met 
445 

Glu Glu Met Arg 

Gin Asp Glu Val 
480 

Arg Arg Arg Ala 
495 

Ala Gin Pro Gin 
510 

Asn Val Arg Arg 
525 



<210> 4587 
<211> 1723 
<212> DNA 

<213> Homo sapiens 
<400> 4587 

nnaaattttg tcaagaagcg gaggctctta gaacggagag gctttctgag taaaaagaac 
60 

caacccccta gcaaggcgcc taagttgcac tctgaacctt caaagaaagg ggaaactcct 
120 

acggtcgatg gcacttggaa gaccccttcc ttcccaaaaa agaagacagc tgcttccagc 
180 

aatgggtcag gacagcccct ggacaagaaa gctgcagtgt cttggttgac ccctgcccct 
240 

tcaaaaaagg ctgattctgt tgctgctaaa gtagatttgc tgggggagtt ccagagtgcc 
300 

cttccaaaga tcaatagcca cccaacccgc tctcagaaga agagctccca gaagaaatcc 
360 

tctaaaaaga accatcctca gaagaatgcc ccacagaact ccacccaagc tcattcagag 
420 

aataaatgct ccggagcatc ccagaagttg ccacggaaga tggtggcaat tgactgtgag 
480 

atggtgggca caggaccaaa ggggcatgtt agttccttgg ctcgatgtag cattgtcaac 
540 

tacaacggag atgtgcttta tgacgagtac attcttcccc cctgccacat tgtggactac 
600 

cgaaccaggt ggagtggtat ccggaagcag cacatggtga atgccacacc cttcaagatt 
660 

gctcgaggcc agatcttgaa gatactcaca gggaagatag tggtggggca tgccatccac 
720 

aacgacttca aagcccttca gtactttcac cccaagtccc tcacccgtga cacctcccat 
780 

atcccccccc tcaaccggaa ggctgactgc ccggagaatg ccaccatgtc tctgaagcat 
840 
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<211> 530 
<212> PRT 
<213> Homo sapiens 

<400> 4586 

Met Glu ^ Gly Ser Ser Ser Tyr Glu Val Pro Ser Val Ala Ala Ala Asp 

1 5 10 15 

Leu Glu Glu Gly Ala Gly Gin Thr Arg Ser Leu Pro Ala Thr Pro Ser 

20 25 30 

Lys Asp Val His Lys Gly Val Gly Gly lie lie Phe Ser Ser Ser Pro 

35 -40 45 

He Leu Asp Leu Ser Glu Ser Gly Leu Cys Arg Leu Glu Glu Val Phe 

50 55 . 60 

Arg He Pro Ser. Leu Gin Gin Leu His Leu Gin Arg Asn Ala Leu Cys 
65 .70 75 80 

Val He Pro Gin Asp Phe Phe Gin Leu Leu Pro Asn Leu Thr Trp Leu 

85 90 95 

Asp Leu Arg Tyr Asn Arg He Lys Ala Leu Pro Ser Gly He Gly Ala 

100 105. HO 

His Gin His Leu Lys Thr Leu Leu Leu Glu Arg Asn Pro He Lys Met 

115 120 125 

Leu Pro Val Glu Leu Gly Ser Val Thr Thr Leu Lys Ala Leu Asn Leu 

130 135 140 

Arg His Cys Pro Leu Glu Phe Pro Pro Gin Leu Val Val Gin Lys Gly 
145 150 155 160 

Leu Val Ala He Gin Arg Phe Leu Arg Met Trp Ala Val Glu His Ser 

165 170 175 

Leu Pro Arg Asn Pro Thr Ser' Gin Glu Ala Pro Pro Val Arg Glu Met 

180 185 190 

Thr Leu Arg Asp Leu Pro Ser Pro Gly Leu Glu Leu Ser Gly Asp His 

195 * 200 205 

Ala Ser Asn Gin Gly Ala Val Asn Ala Gin Asp Pro Glu Gly Ala Val 

210 215 220 

Met Lys Glu Lys Ala Ser Phe Leu Pro Pro Val Glu Lys Pro Asp Leu 
225 230 235 240 

Ser Glu Leu Arg Lys Ser Ala Asp Ser Ser Glu Asn Trp Pro Ser Glu 

245 250 255 

Glu Glu He Arg Arg Phe Trp Lys Leu Arg Gin Glu lie Val Glu His 

260 265 270 

Val Lys Ala Asp Val Leu Gly Asp Gin Leu Leu Thr Arg Glu Leu Pro 

275 280 285 

Pro Asn Leu Lys Ala Ala Leu Asn He Glu Lys Glu Leu Pro Lys Pro 

290 295 300 

Arg His Val Phe Arg Arg Lys Thr Ala Ser Ser Arg Ser He Leu Pro 
305 310 315 320 

Asp Leu Leu Ser Pro Tyr Gin Met Ala He Arg Ala Lys Arg Leu Glu 

325 330 335 

Glu Ser Arg Ala Ala Ala Leu Arg Glu Leu Gin Glu Lys Gin Ala Leu 

340 345 350 

Met Glu Gin Gin Arg Arg Glu Lys Arg Ala Leu Gin Glu Trp Arg Glu 

355 360 365 

Arg Ala Gin Arg Met Arg Lys Arg Lys Glu Glu Leu Ser Lys Leu Leu 

370 375 380 

Pro Pro Arg Arg Ser Met val Ala Ser Lys He Pro Ser Ala Thr Asp 
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cggtacaata gaattaaagc gcttccttct gggattggag ctcaccagca tttgaaaact 

480 

ttgcttttag aaagaaatcc tatcaaaatg ttacctgtgg agctggggag cgtaaccacg 
540 

ctgaaagcac tgaacctaag acactgccct ctggaattcc ctcctcagct cgttgtgcag 
600 

aagggattgg tggctatcca gcgcttcctg cggatgtggg cagtagaaca ctctctcccc 
660 

agaaatccaa cttctcaaga ggctccaccg gttagagaga tgaccctccg tgacctcccg 
720 

agcccaggac tggagttgtc tggagaccac gcgtctaacc aaggagctgt gaacgctcag 
780 

gacccagagg gggctgtgat gaaagagaag gccagctttc tcccgcctgt ggaaaagcca 
840 

gacctgagtg aactcaggaa gtctgcggac tcctcagaga actggcccag cgaggaggag 
900 

atcaggcgct tttggaagct gaggcaggag attgttgagc acgtgaaggc agacgttctg 
960 

ggagatcagc tcttgacgag ggaattacct ccaaatctca aggcggcctt gaacattgag 
1020 

aaagaactac caaagccaag acacgttttc agaaggaaga cagcctcctc caggagcatc 
1080 

ttacccgacc tcttgtcacc gtaccaaatg gcgatccgag caaaaagact ggaagagagc 
il4 0 

cgagcggcgg cgctccgaga gctccaggag aagcaggctc tgatggagca gcagagacga 
1200 

gagaaaaggg cactgcagga gtggagagag cgagcccaga ggatgaggaa gaggaaggaa 
1260 

gagctcagca aactcctgcc tccgcggagg agcatggtgg catcaaagat tccctctgcc 
.1320 

acagatctga tagataacag gaaagtacca ctgaatccgc ctggaaaaat gaaaccaagc 
1380 

aaagagaaat cgccacaagc aagtaaagaa atgagtgccc tgcaggagag aaatttagaa 
1440 

gagaagataa aacagcacgt cctccaaatg cgtgagcaaa . gaagattcca tggccaggcc 
1500 

ccactggagg agatgaggaa ggctgccgag gatctggaaa ttgccacaga gctacaggat 
1560 

gaagtattga agctaaaatt gggattaacc ttgaacaaag atcgtcgacg ggcggccctc 
1620 

actggaaacc tttcgcttgg cctgccggca gcacagcctc aaaatacatt ttttaacaca 
1680 

aaatatggag aatcaggaaa tgttcgcaga taccagtgac accaggtggc tggactgatg 
1740 

gagacgtctt cagacaggag ccgctcagtc ttctttcccg gcgtcgcctc ctgtgtggtg 
1800 

ccggaagagc gccaggttca gtgttaccct gagggctgat ttcgcgcagc ctgttgtttt 
1860 

ccttagacag gtccacgtcc ctctcctgag gctgtggaag atttcagccg tattaaaaga 
1920 

aaggacactg tgaaaaaaaa aaaaaaaaaa aa 
1952 

<210> 4586 
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660 665 670 

Val Gly Lys Gly Ser Ala Ala Leu Leu Gin Pro Leu Val Thr Gin Met , 

675 680 685 

Val Asn Val Tyr His Val His Gin His Ser Cys Phe Leu Tyr Leu Gly 

690 695 700 

Ser lie Leu Val Asp Glu Tyr Gly Met Glu Glu Gly Cys Arg Gin Gly 
705 710 715 720 

Leu Leu Asp Met Leu Gin Ala Leu Cys He Pro Thr Phe Gin Leu Leu 

725 730 735 

Glu Gin Gin Asn Gly Leu Gin Asn His Pro Asp Thr Val Asp Asp Leu 

740 745 750 

Phe Arg Leu Ala Thr Arg Phe He Gin Arg Ser Pro Val Thr Leu Leu 

755 760 765 

Arg Ser Gin Val Val He Pro He Leu Gin Trp Ala lie Ala Ser Thr 

770 775 780 

Thr Leu Asp His Arg Asp Ala Asn Cys Ser Val Met Arg Phe Leu Arg 
785 790 795 800 

Asp Leu He His Thr Gly Val Ala Asn Asp His Glu Glu Asp Phe Glu 

805 810 815 

Leu Arg Lys Glu Leu He Gly Gin Val Met Asn Gin Leu Gly Gin Gin 

820 825 830. 

Leu Val Ser Gin Leu Leu His Thr Cys Cys Phe Cys Leu Pro Pro Tyr 

835 840 845 

Thr Leu Pro Asp Val Ala Glu Val Leu Trp Glu He Met Gin Val Asp 

850 855 860 

Arg Pro Thr Phe Cys Arg Trp Leu Glu Asn Ser Leu Lys Gly Leu Pro 
865 870 875 . 880 

Lys Glu Thr Thr Val Gly Ala Val Thr Val Thr His Lys Gin Leu Thr 

885 890 895 

Asp Phe His Lys Gin Val Thr Ser Ala Glu Glu Cys Lys Gin Val Cys 

900 905 910 

Trp Ala Leu Arg "Asp Phe Thr Arg Leu Phe Arg 
915 920 

<210> 4585 

<211> 1952 

<212> DNA 

<213> Homo sapiens 

<400> 4585 

cccgggtggt ctccattgtc gggctgctgc tctcagcggc ggggctcgcc agcgcttcag 
60 

tgggcgggga cgcggcaggt gactccagac caaggaggat gagctgctgt ccctggaaga 
120 

gaacggatgg agggaagcag ctcctacgaa gttccctctg tggctgctgc tgatctggag 
180 

gagggtgctg gtcagactag gagcttgcct gccaccccct ccaaagatgt tcacaagggt 
240 

gttggaggca tcatcttttc ctcctcaccg attttagact tgagtgaaag tggtctgtgc 
300 

cgtttggagg aggtctttag aatccccagc cttcaacaat tgcatctgca aaggaatgcc 
360 

ctgtgtgtga ttcctcaaga tttctttcag ttgcttccga acctgacttg gctggacctc 
420 



3783 



WO 00/58473 



PCT/US00/08621 



225 230 235 240 

Leu His Glu Ala Ala Ser Asp Cys Val Cys Ser Ala Leu Tyr Ala lie 

245 250 255 

Glu Asn Val Glu Thr Asn Leu Pro Leu Ala Met Gin Leu Phe Gin Gly 

260 265 270 

Val Leu Thr Leu Glu Thr Ala Tyr His- Met Ala Val Ala Arg Glu Asp 

275 280 285 

Leu Asp Lys Val Leu Asn Tyr Cys Arg lie Phe Thr Glu Leu Cys Glu 

290 295 300 

Thr Phe Leu Glu Lys He Val Cys Thr Pro Gly Gin Gly Leu Gly Asp 
305 310 315 320 

Leu Arg Thr Leu Glu Leu Leu Leu He Cys Ala Gly His Pro Gin Tyr 

325 330 335 

Glu Val Val Glu He Ser Phe Asn Phe Trp Tyr Arg Leu Gly Glu His 

340 345 350 

Leu Tyr Lys Thr Asn Asp Glu Val He His Gly He Phe Lys Ala Tyr 

355 360 365 

He Gin Arg Leu Leu His Ala Leu Ala Arg His Cys Gin Leu Glu Pro 

370 375 380 

Asp His Glu Gly Val Pro Glu Glu Thr Asp Asp Phe Gly Glu Phe Arg 
385 390 395 400 

Met Arg Val Ser Asp Leu Val Lys Asp Leu lie Phe Leu lie Gly Ser 

405 410 415 

Met Glu Cys Phe Ala Gin Leu Tyr Ser Thr Leu Lys Glu Gly Asn Pro 

420 425 430 

Pro Trp Glu Val Thr Glu Ala Val Leu Phe He Met Ala Ala He Ala 

435 440 ' 445 

Lys Ser Val Asp Pro Glu Asn Asn Pro Thr Leu Val Glu Val Leu Glu 

450 455 "460 

Gly Val Val Arg Leu Pro Glu Thr Val His Thr Ala Val Arg Tyr Thr 
465 470 475 480 

Ser lie. Glu Leu Val Gly Glu Met Ser Glu Val Val Asp Arg Asn Pro 

485 ' 490 495 

Gin Phe Leu Asp Pro Val Leu Gly Tyr Leu Met Lys Gly Leu Cys Glu 

500 505 510 

Lys Pro Leu Ala Ser Ala Ala Ala Lys Ala He His Asn lie Cys Ser 

515 520 525 ' 

Val Cys Arg Asp His Met Ala Gin His Phe Asn Gly Leu Leu Glu He 

530 ' ,535 540 

Ala Arg Ser Leu Asp Ser Phe Leu Leu Ser Pro Glu Ala Ala Val Gly 
545 550 555 560 

Leu Leu Lys Gly Thr Ala Leu Val Leu Ala Arg Leu Pro Leu Asp Lys 

565 570 575 

He Thr Glu Cys Leu Ser Glu Leu Cys Ser Val Gin Val Met Ala Leu 

580 585 590 

Lys Lys Leu Leu Ser Gin Glu Pro Ser Asn Gly He Ser Ser Asp Pro 

595 600 605 

Thr Val Phe Leu Asp Arg Leu Ala Val lie Phe Arg His Thr Asn Pro 

610 615 * 620 

lie Val Glu Asn Gly Gin Thr His Pro Cys Gin Lys Val lie Gin Glu 
625 630 635 640 

lie Trp Pro Val Leu- Ser Glu Thr Leu Asn Lys His Arg Ala Asp Asn 

645 650 655 

Arg He Val Glu Arg Cys Cys Arg Cys Leu Arg Phe Ala Val Arg Cys 
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atgcaggttg acagaccgac tttttgtcga tggttagaaa attccttaaa aggtttgcca 
2880 

aaggaaacaa ccgtgggagc cgtcacagtg acacacaaac aacttacaga cttccacaag 
2940 

caagtcacta- gtgctgagga atgtaaacaa gtttgctggg ccttgcgaga. cttcaccagg 
3000 

ttgtttcgat agctcacact cctgcactgt gcctgtcacc caggaatgtc ttttttaatt 
3060 

agaagacagg aagaaaacaa aaaccagact gtgtcccaca atcagaaacc tccgttgtgg 
3120 

cagaggggcc ttcaccgcca ccagggtgtc ccgccagaca gggagagact ccagccttct 
3180 

gaggccatcc tgaggagttc ctgtttgggg gtgtgaggga aaatcagcgc ggattttaaa 
3240 

aagatggctg tggcctgccc ggcgtggtgg gaggggagct ggtttcctgg tgaactttct 
3300 

aaaaggaaaa ataattttaa gtaaagaaaa aaggaaaaaa aggaagacta 
3350 

<210> 4584 
<211> 923 
<212> PRT 

<213> Homo sapiens 
<400> 4584 

Met Glu Gly Ala Lys Pro Thr Leu Gin Leu Val Tyr Gin Ala Val Gin 

1 5 .10 15 

Ala Leu Tyr His Asp Pro Asp Pro Ser Gly Lys Glu Arg Ala Ser Phe 

20 25 30 

Trp Leu Gly Glu Leu Gin Arg Ser Val His Ala Trp Glu He Ser Asp 

35 40 45 

Gin Leu Leu Gin He Arg Gin Asp Val Glu Ser Cys Tyr Phe Ala Ala 

50 55 .60 

Gin Thr Met Lys Met Lys He Gin Thr Ser Phe Tyr Glu Leu Pro Thr 
65 70 75 80 

Asp Ser His 1 Ala Ser Leu Arg Asp Ser Leu Leu Thr His lie Gin Asn 

85 90 95 

Leu Lys Asp Leu Ser Pro Val lie Val Thr Gin Leu Ala Leu Ala He 

100 105 110 

Ala Asp Leu Ala Leu Gin Met Pro Ser Trp Lys Gly Cys Val Gin Thr 

115 120 125 

Leu Val Glu Lys Tyr Ser Asn Asp Val Thr Ser Leu Pro Phe Leu Leu 

130 135 140 

Glu lie Leu Thr Val Leu Pro Glu Glu Val His Ser Arg Ser Leu Arg 
145 150 155 160 

He Gly Ala Asn Arg Arg Thr . Glu lie lie Glu Asp Leu Ala Phe Tyr 

165 170 175 

Ser Ser Thr Val Val Ser Leu Leu Met Thr Cys Val Glu Lys Ala Gly 

180 185 190 

Thr Asp Glu Lys Met Leu Met Lys Val Phe Arg Cys Leu Gly Ser Trp 

195 200 205 

Phe Asn Leu Gly Val Leu Asp Ser . Asn Phe Met Ala Asn Asn Lys Leu 

210 215 220 

Leu Ala Leu Leu Phe Glu Val Leu Gin Gin Asp Lys Thr Ser Ser Asn 
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cttcgaactc 
1260 

atttcattta 
1320 

attcatggca 
1380 

cagctggaac 
1440 

atgagggtat 
1500 

gctcagttat 
1560 

ctctttatca 
1620 

gaagtcctag 
1680 

agcattgaat 
1740 

cctgtgttgg 
1800 

aaagccattc 
1860 

ctcctggaga 
1920 

ttgctaaaag 
1980 

cttagtgaac 
2040 

agcaatggca 
2100 

cataccaatc 
2160 

atatggccag 
2220 , 
cgttgttgca 
2280 

ctgcagccac 
2340 

ctgtaccttg 
2400 

ctgctagaca 
2460 

ggtctccaga 
2520 

cagcgtagcc 
2580 

attgcctcta 
2640 

gacctcattc 
2700 

ctgattggac 
2760 

tgctgctttt 
2820 



tggagctgct 
acttttggta 
tcttcaaagc 
cagaccatga 
cagacctggt 
attctactct 
tggctgctat 
aaggagttgt 
tggttggaga 
gctatttgat 
ataacatttg 
ttgcccgctc 
ggacagcact 
tatgttctgt 
tatcctcaga 
ccattgtgga 
ttttatccga 
ggtgcctgcg 
tagtcacaca 
gcagtatcct 
tgctccaggc 
atcaccctga 
ctgtcacctt 
ctaccctgga 
atacaggggt 
aggtgatgaa 
gcctcccccc 



gcttatctgt 
ccgactgggg 
ttacattcag 
gggggttcct 
aaaggacttg 
gaaagaaggc 
agcaaagagt 
ccgcctcccg 
gatgagtgaa 
gaaaggcctg 
ctctgtctgc 
cctcgattcc 
tgtcctagcc 
tcaggttatg 
tcccacagtg 
aaatggacag 
gactctaaat 
ctttgctgtt 
gatggtgaat 
tgtggatgaa 
actgtgcatc 
cactgtagat 
gctgcggagc 
ccaccgggat 
agccaatgat 
ccagcttgga 
ctatacccta 



gcaggccatc 
gaacatttgt 
aggctgcttc 
gaggagactg 
attttcttga 
aacccaccct 
gttgatccgg 
gagaccgtac 
gtcgttgatc 
tgtgaaaagc 
cgagatcaca 
ttcctgttgt 
cgattacctt 
gcattgaaaa 
ttcttagatc 
actcatccgt 
aagcaccgag 
cgctgtgtag 
gtgtaccacg 
tatggcatgg 
cccacctttc 
gacctgttcc 
caagtggtca 
gccaattgta 
catgaagaag 
cagcagcttg 
ccagatgtgg 



ctcaatatga 
acaaaactaa 
acgccttggc 
atgactttgg 
tagggtctat 
gggaggtgac 
aaaacaatcc 
atacggctgt 
gaaatcctca 
ccctggcttc 
tggctcagca 
ctccagaagc 
tggataagat 
agctgttgtc 
gccttgcagt 
gtcagaaagt 
ctgataatcg 
gcaaaggatc 
tacatcagca 
aagaaggctg 
agctcctaga 
ggctagccac 
tccctatctt 
gtgtcatgag 
actttgaatt 
tcagccagct 
ctgaagtgct 



ggtagtagaa 
cgatgaagtt 
tcgacactgc 
ggagtttcgc 
ggagtgtttt 
agaagcggtt 
aacacttgtg 
gcgatacacc 
gttccttgac 
tgctgcagcc 
ctttaatgga 
tgctgtgggc 
taccgaatgt 
tcaagagccc 
gatatttagg 
catacaggaa 
gattgtagag 
tgcagcactg 
ttcctgcttc 
tcggcaggga 
acagcagaat 
caggtttatt 
acagtgggcc 
gtttctacga 
acggaaagaa 
gctgcacacc 
ctgggagatc 
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305 310 315 320 

Gin Leu Arg Ala His Met Ala Arg Ala Arg Leu Arg Glu Arg His Gin 

325 330 335 

Asp Val Leu Arg Gin Lys Leu Tyr Lys Leu Lys Gin Glu Gin Gly Val 
340 345 350 

Glu Ser 



<210> 4583 

<211> 3350 

<212> DNA 

<213> Homo sapiens 

<400> 4583 

nctacaatca agtggaaaaa ccggaaaaaa ggccaggaac ctgaatacga cctaatagct 
60 

gtttccgagg gggcaacttc cacggagaac cttctgccct ggtaacggcc agagaggagg 
120. 

agatgacgcc agtcagggag cggccgtggc ccagacagtg aggaagcgcg aaggcggagc 
180 

aaccgaggaa tcctccggag aagaatcaga gccgtcgcta ccgccactac cgccaccacc 
240 

atggaaggag caaagccgac attgcagctc gtgtaccagg cagtgcaggc gctttaccac 
300 

gacccagatc ccagcggaaa ggagcgcgcc - tctttttggc ttggggagct gcagcgttcg 
360 

gttcatgcat gggagatctc agaccagttg ttacagatcc ggcaggatgt ggagtcatgc 
420 

tattttgctg cacagaccat gaaaatgaag attcagacct cattttatga gctccccaca 
480 

gactctcatg cctctttacg ggactcattg ctaacccata tccagaactt gaaagacttg 
540 i 
tcacctgtta ttgtaacgca gctggcttta gcaatagcag atcttgccct acagatgcct 
600 

tcctggaagg gatgtgtgca aacactggtg gaaaaataca gcaatgatgt gacttctttg 
660 

ccttttttgc tggagatcct tacagtgtta cctgaagaag tacatagtcg ttccttacga 
720 

attggagcta atcggcgcac agaaattata gaagatttgg ccttctactc tagtacagta 
780 

gtatctctat tgatgacctg tgtagaaaaa gcaggaacag atgagaaaat gcttatgaag 
840 

gtttttcgct gtttgggaag ttggtttaac ttgggagttt tggacagtaa cttcatggct 
900 

aacaataaat tactagcact cctttttgag gttttgcaac aggataagac ctcgtctaac 
960 

ctacatgaag ctgcttcgga ctgtgtatgc tcagctctct atgccattga gaatgtggag 
1020 

actaacttgc cattagccat gcaacttttt cagggagtgc tgacattgga gactgcctat 
1080 

catatggccg tggcacgtga agatttagac aaagttctga attactgccg tattttcact 
1140 

gaactatgtg aaacttttct tgaaaaaatt gtttgtactc caggccaagg tcttggggac 
1200 
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cagctgcagg tcatcttcca gggcatcgag ggcaaaatcc gcgctggtgg ccccaacctg 
1260 

gacatgggct actgggagag cctcctgcag cagcttcgtg cccacatggc gcgggcccgg 
1320 

ctgcgtgagc gccaccagga cgtgctgcgg cagaagctgt acaaactgaa gcaggagcag 
1380 

ggcgtggaga gctagc 
1396 

<210> 4582 

<211> 354 

<212> PRT 

<213> Homo sapiens 

<400> 4582 

Arg Ser Gin Ser Pro Arg Ala Ala Ala Ala Ala Leu Ser Gin Gin Gin 

1 5 ,10 15 

Ser Leu Gin Glu Arg Leu Arg Leu Arg Glu Glu Arg Lys Gin Gin Glu 

20 25 30 

Glu Leu Met Lys Ala Phe Glu Thr Pro Glu Glu Lys Arg Ala Arg Arg 

35 40 45 

Leu Ala Lys Lys Glu Ala Lys Glu Arg Lys Lys Arg Glu Lys Met Gly 

50 55 60 . 

Trp Gly Glu Glu Tyr Met Gly Tyr Thr Asn Thr Asp Asn Pro Phe Gly 
65 70. .75 80 

Asp Asn Asn Leu Leu Gly Thr Phe lie Trp Asn Lys Ala Leu Glu Lys 

85 90 95 

Lys Gly lie Ser His Leu Glu Glu Lys Glu Leu Lys Glu Arg Asn Lys 

100 105 110 

Arg lie Gin Glu Asp Asn Arg Leu Glu Leu Gin Lys Val Lys Gin Leu 

115 120 125 

Arg Leu Glu Arg Glu Arg Glu Lys Ala Met Arg Glu Gin Glu Leu Glu 

130 135 140 

Met Leu Gin Arg Val Lys Gly Thr Glu His Phe Lys Thr Trp Glu Glu 
145 150 155 160 

Gin Glu Asp Asn Phe His Leu Gin Gin Ala Lys Leu Arg Ser Lys lie 

165 170 175 

Arg lie Arg Asp Gly Arg Ala Lys Pro lie Asp Leu Leu Ala Lys Tyr 

180 185 190 

lie Ser Ala Glu Asp Asp Asp Leu Ala Gly Glu Met His Glu Pro Tyr 

195 200 205 

Thr Phe Leu Asn Gly Leu Thr Val Ala Asp Met Glu Asp Leu Leu Glu 

210 215 220 

Asp lie Gin Val Tyr Met Glu Leu Glu Gin Gly Lys Asn Ala Asp Phe 
225 230 235 240 

Trp Arg Asp Met Thr Thr He Thr Glu Asp Glu He Ser Lys Leu Arg 

245 250 255 

Lys Leu Glu Ala Ser Gly Lys Gly Pro Gly Glu Arg Arg Glu Gly Val 

260 265 270 

Asn Ala Ser Val Ser Ser Asp Val Gin Ser Val Phe Lys Gly Lys Thr 

275 280 285 

Tyr Asn Gin Leu Gin Val He Phe Gin Gly lie Glu Gly Lys He Arg 

290 295 300 

Ala Gly Gly Pro Asn Leu Asp Met Gly Tyr Trp Glu Ser Leu Leu Gin 
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50 55 60 

Arg Ser Gly Pro Pro Arg Gin Asp Thr Tyr Val Ser Thr Pro Ser Glu 
65 70 75 80 

lie His Ser Leu Ser Pro Gly Glu Gin Thr Glu Asp Asp Leu Glu Glu 

85 90 95 

Glu Cys Glu Pro Glu Glu Met Leu.Lys Thr Pro 
100 105 

<210> 4581 

<211> 1396 

<212> DNA 

<213> Homo sapiens 

<400> 4581 

nngtcgccgg ggcgaaggcg gcagagtcag agcgggagcc gaagtcggag caggagccat 
60 

gggcggcgaa accgacggcg ccgggaggac gagggacggc gcagacggag gcggcggagc 
120 - _ 

cgggagcgca ggtcagattc agaggaagag cggtggcagc gctcagggat gcgaagccgg 
180 

agccccccgc ggcccaagtg gcactcaaga gatgggtcct ctcagtcgga ctcaggagag 
240 

gagcagtcac ggggccagtg ggctcgccgg cgacggcgcg cacgctcgtg gtctcctagc 
300 

tcctcagcat ccagctcggc gtctccaggg cgatcccaga gcccccgggc ggccgcggct 
360 

gccctgagcc agcagcagag. cctgcaggag cggctgcggc tgcgggagga gcggaagcag 
420 

caggaggagc tgatgaaggc cttcgagacg cccgaggaga agcgcgcacg gcggctggcc 
480 

aagaaggagg ccaaggagcg caagaagcgg gagaagatgg gctggggtga ggagtacatg 
540 

• r 

ggctacacca acaccgacaa ccccttcgga gacaacaacc tgctgggcac cttcatctgg 
600 

aataaggccc tggagaagaa ggggatcagc cacctggagg agaaggagct gaaggagcgg 
660 

aacaagagga tccaggagga caaccggctg gagctgcaga aggtgaagca gctgcggctg 
,720 

gagcgggagc gggagaaggc catgcgcgag caggagctgg agatgctgca gcgcgtgaag 
780 

gggacagagc acttcaagac atgggaggag caggaggaca acttccacct ccagcaggcc 
840 

aagctgcgtt ccaagatccg catccgggac gggcgggcca agcccatcga cctgctggcc 
900 

. aagtacatca gcgctgagga tgacgatctg gccggggaga tgcatgagcc ctacacgttc 
960 

ctcaacggcc tcaccgtggc cgacatggag gacctgctgg aggatatcca ggtctacatg 
1020 

gagctggagc agggcaagaa cgccgacttc tggcgggaca tgaccaccat caccgaggac 
1080 

gagatctcca agctccgcaa gctggaggcc tcgggcaagg ggccaggtga gcgccgcgag 
1140 

ggggtcaacg cctccgtcag ctctgatgtg cagtcggtgt tcaaggggaa gacatacaac 
1200 
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835. 840 845 

Pro Ser Leu Pro Ala Pro Glu Ser Pro Gly Leu Pro Ala His Pro Ser 

850 855 860 

Asn Pro Gin Leu Pro Glu Ala Arg Pro Gly lie Pro Gly Gly Thr Ala 
865 870 875 880 

Ser Leu Leu Glu Pro Thr Ser Gly Trp Gly Thr Ser Cys Thr Gly Cys 

885 890 895 

Arg Pro Pro Ser Lys Lys Pro Ser Thr Phe Thr Val Cys Trp Ser Pro 

900 905 910 

Val Ala Arg Trp Thr Pro Gly Ser Ser Arg His Gly Leu Ser Trp Ser 

915 ' 920 925 

Pro Pro Ser Cys Gly Ser Thr Ala Ser Trp Arg Leu Asn Ala Trp Trp 

930 935 940 

Gly Leu Val Trp Pro Gin Pro Arg Leu Cys Pro Ala Gin Asp Pro Arg 
945 950 955 960 

Pro His Arg Arg Cys Thr Pro Trp Pro Ala Gin Thr Cys Arg Pro Cys 

965 970 975 

Trp Asn Thr Thr Arg Ser Cys Trp Cys Arg Pro Cys Gly Gly Arg His 

980 985 , 990 

Gly Gly Thr Glu Gly Ala Ala Pro Pro Pro Gin Pro Cys Cys Phe 
995 1000 1005 

<210> 4579 

<211> 321 

<212> DNA 

<213> Homo sapiens 

<400> 4579 

nncaagatgt ttggccattc agaaattatt accagcatga agttcaccta tgactgtcat , 
60 

cacttgatca cagtatctgg agacagctgc gtgttcatct ggcacctggg cccggagatc 
120 ; 
accaactgca tgaagcagca cttgctggag attgaccacc ggcagcagca gcagcacaca 
180 

aatgacaaga agcggagtgg cccccccagg caggatacgt atgtgtccac acctagtgag 
240 

attcactccc tgagccctgg agagcaaaca gaggatgatc tggaggaaga gtgtgagcca 
300 

gaagagatgc tgaagacacc n 
321 



<210> 4580 
<211> 107 
<212> PRT 

<213> Homo sapiens 
<400> 4580 

Xaa Lys Met Phe Gly His Ser Glu 

1 5 
Tyr Asp Cys His His Leu lie Thr 
20 

lie Trp His Leu Gly Pro Glu lie 

35 40 
Leu Glu He Asp His Arg Gin Gin 



He He Thr Ser Met Lys Phe Thr 

10 15 
Val Ser Gly Asp Ser Cys Val Phe 
25 30 
Thr Asn Cys Met Lys Gin His ^Leu 
45 

Gin Gin His Thr Asn Asp Lys Lys 
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Asp Asp Asp Val 
420 

Gin Pro His Gly 
435 

Thr lie Leu' Asp 
450 

Pro Glu Ser Leu 
465 

Leu Ala Ser Leu 

Leu lie Leu Tyr 
500 

Ser Gin Tyr Cys 
515 

Gly Asp Ser Tyr 
530 

Pro Pro Glu Gly 
545 

Ser Val Pro Ser 

Leu Arg His His 
580 

Gly Asp Val Glu 
595 

Leu Ser lie Ser 
610 

Phe Thr His Thr 
625 

Pro Glu val Lys 

Thr Gly Tyr Ala 
660 

Val Thr Ala Pro 
675 

Ser Val Leu Pro 
690 

Thr Pro Gly Leu 
705 

Met Glu Ala 'Thr 
Leu Gly Asp Ser 

740 

Arg Arg Pro Ser 
755 

Gin Ala lie Thr 
770 

Glu Pro Ala Leu 
785 

Arg Leu Thr Leu 

Asp Thr Gin Pro 
820 

Ser Pro Val Glu 



405 

Ala Asp Gly Leu 

Arg Trp Ala Glu 
440 

Ala Gin Asp Leu 
455 

Glu Asn Ser lie 
470 

Leu Ser Glu Gin 
485 

Ser Leu Glu Ala 

Arg Lys Glu Val 
520 

Leu Arg Val Ser 
535 

Pro Thr Glu Asp 
550 

Ser Ser Leu Pro 
565 

Phe Glu -Thr Leu 

Ala Ser Glu Ala 
600 

Thr Gin Phe Leu 
615 

Phe Pro Pro Arg 
630 

Leu Met Asp Arg 
645 

Ser Pro Asp Arg 

Cys Leu Thr Ser 
680 

Thr Asp Arg Asn 
695 

Ala Gin Gly Val 
710 

Ala Ser Ser Arg 
725 

Glu Gly Pro lie 

Ser Val Gly Glu 
760 

Thr Ala Thr Thr 
775 

Arg Ser Trp Gly 
790 

Ser Ser Ala Cys 
805 

Gly Val Thr Val 
Glu Ser Ala Leu 



410 

Ala Phe His Ala 
425 

Arg Ala Gly Gin 

Asp Cys Tyr Phe 
460 

Leu Asp Ser Leu 
475 

Lys Glu Ser Ser 
490 

Glu Val Thr Val 
505 

Glu Ala Gly Pro 

Ser Asp Ser Pro 
540 

Glu Leu Ser Leu 
555 

Gin Thr Pro Glu 
570 

Thr Glu Ser Pro 
585 

Glu Asp His Phe 

Ser Ser Leu Gin 
620 

Ala Thr Gin Cys 
635 

Gly Gly Ser Gin 
650 

Thr His Ser Val 
665 

Leu Ala Ser Cys 

Leu Pro Thr Pro 
700 

His Ala Pro Ser 
715 

Ala Arg lie Ser 
730 

Val Ala Thr Leu 
745 

Leu Ala Ser Leu 

Pro Ser Leu Asp 
780 

Asn His Glu Ala 
795 

Asp Gly Leu Leu 
810 

Pro Ala Val Ser 
825 

Arg Leu His Gly 



415 

Lys Arg Ser Tyr 
430 

Glu Pro Leu Lys 
445 

Thr Pro Met Lys 

Glu Pro Gin Ser 
480 

Glu Ala Ser Glu 
495 

Thr Gly Thr Asp 
510 

Gly Asp Gin Gin 
525 

Lys Asp Gin Ser 

Pro Glu Gly Pro 
560 

Gin Glu Lys Phe 
575 t 

Cys Arg Ala Leu 
590 

Phe Asn Pro Arg 
605 

Lys Ala Ser Arg 

Leu Val Lys Ser 
640 

Pro Arg Ala Gly 
655 

Pro Ser Ala Ser 
670 

Val Pro Ala Ser 
685 

Thr Ser Ala Pro 

Thr Cys Ser Tyr 
720 

Arg Ser lie Ser 
735 

Ala Gin Pro Leu 
750 

Gly Gin Glu Leu 
765 

Ser Glu Gly Gin 

Arg Ala Asn Leu 
800 

Gin Pro Pro Val 
815 

Phe Pro Ala Pro 
830 

Ser Ala Phe Arg 
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<213> Homo sapiens 
<400> 4578 

Met Ser His Phe Pro Asp Arg Gly Ser Glu Asn Gly Thr Pro Met Asp 

1 5 10 15 

Val Lys Ala Gly Val Arg Val Met Gin Val Ser Pro Asp Gly Gin His '* 

20 25 30 

Leu Ala Ser Gly Asp Arg Ser Gly Asn Leu Arg Gin Val Gly Pro Gly 

35 40 , - 45 

Ser Val Gin Cys Thr Pro Pro Ser Ser Ser Ser Gly Ser Gin Gly Ser 

50 .55 60 

Gly Gin Lys Pro Trp Pro Trp His Leu Leu Leu Pro lie Gly Asn Glu 
65 70 75 80 

Gly Leu lie His Glu Leu His Phe Met Asp Glu Leu Val Lys Val Glu 

85 " 90 95 

Ala His Asp Ala Glu Val Leu Cys Leu Glu Tyr Ser Lys Pro Glu Thr 

100 105 - 110 

Gly Leu Thr Leu Leu Ala Ser Ala Ser Arg Asp Arg Leu lie His Val 

115 120 125 

Leu Asn Val Glu Lys Asn Tyr Asn Leu Glu Gin Thr Leu Asp Asp His 

130 135 140 

Ser Ser Ser lie Thr Ala lie Lys Phe Ala Gly Asn Arg Asp lie Gin 
145 150 155 160 

Met lie Ser Cys Gly Ala Asp Lys Ser lie Tyr Phe Arg Ser Ala Gin 

165 170 175 

Gin Gly Ser Asp Gly Leu His Phe Val Arg Thr His His Val Ala Glu 

180 185 190 

Lys Thr Thr Leu Tyr Asp Met Asp lie Asp lie Thr Gin Lys Tyr Val 

195 200 205 

Ala Val Ala Cys Gin Asp Arg Asn Val Arg Val Tyr Asn Thr Val Asn 

210 215 220 

Gly Lys Gin Lys Lys Cys Tyr Lys Gly Ser Gin Gly Asp Glu Gly Ser 
225 230 235 240 

Leu Leu Lys Val His Val Asp Pro Ser Gly Thr Phe Leu Ala Thr Ser 

245 250 255 

Cys Ser Asp Lys Ser lie Ser Val lie Asp Phe Tyr Ser Gly Glu Cys 

260 265 270 

lie Ala Lys Met Phe Gly His Ser Gly Gly Cys Ala Ser Leu Leu Gly 

275 280 285 

Met Pro Pro His Pro Pro Thr Pro Ser Asp Ser Glu Gly Lys Cys Ser 

290 295 300 

Leu Ser Ala Leu Phe Ala Glu lie lie Thr Ser Met Lys Phe Thr Tyr 
305 310 315 320 

Asp Cys His His Leu lie Thr Val Ser Gly Asp Ser Cys Val Phe lie 

325 330 335 

Trp His Leu Gly Pro Glu lie Thr Asn Cys Met Lys Gin His Leu Leu 

340 345 350 

Glu lie Asp His Arg Gin Gin Gin Gin His Thr Asn Asp Lys Lys Arg - 

355 360 365 

Ser Gly His Pro Arg Ser Trp Gin Pro . Leu Pro Val His Gin Arg Asp 

370 375 380 

Glu Ser Leu Pro Gly Pro His Gly Val Met Leu Gly Thr Gin Ser Ser 
385 390 395 400 

. Leu Pro Ala Asn Gin Arg Gin Ala Ala Thr Val Gly Lys Ala Ala Gly 
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cagttcctct 
- 2100 

acccagtgcc 
2160 

.agagcaggta 
2220 

acagctccct 
2280 

gacaggaatc 
2340 

gccccctcca 
24 00 

agcatctccc 
2460 

aggccatcgt 
2520 

gcgacaacac 
2580 

cacgaggccc 
2640 

ccccccgtgg 
2700 

cctgtggaag 
2760 

cctgagtccc 
2820 

ggcatccctg 
2880 

acaggctgca 
2940 

gccaggtgga 
3000 

tccacagcca 
3060 

tgcccagccc 
.3120 , 
aggccctgct 
3180 

ggcactgagg 
3240 

aagcgaataa 
3300 

aagccctctt 
3360 

tctgtcagtg 
3420 

ctcagggcca 
3480 

cccagtgggg 
3525 

<210> 4578 
<211> 1007 
<212> PRT 



caagcctcca 
ttgtgaagtc 
ctggctacgc 
gccttacgag 
tcccaacgcc 
cctgttccta 
tcggtgacag 
ccgttgggga 
ccagtttgga 
gggccaacct 
atacccagcc 
agagcgccct 
ctggccttcc 
gcggcactgc 
gaccaccttc 
caccgggcag 
gctggaggct 
aggacccccg 
ggaacactac 
gcgcagcccc 
actgacagct 
caagtggaag 
gagagcatgg 
gtcctcccac 
cccatttgtg 



gaaggcatcc 
tccagaggtc 
ctccccagac 
cctggcgtcc 
cacatctgca 
catggaggcc 
tgagggccct 
gctggcctcc 
cagtgagggc 
gagactgacc 
tggcgtcacc 
gaggctccac 
tgcccacccc 
ctccctcctg 
caagaagccc 
cagcaggcac 
gaatgcctgg 
tccccaccga 
tcggagctgc 
tccaccgcag 
ttgaggaatg 
tggggaggga 
gaccagcgct 
actgcccaca 
ccccagggag 



aggttcaccc 
aagctcatgg 
aggacccact 
tgtgtccctg 
cccaccccag 
actgccagct 
atcgtggcca 
ttgggccagg 
caagagcctg 
ctgtcaagtg 
gtccctgcag 
ggctctgcct 
agtaaccccc 
gagcccacct 
tcgaccttta 
ggactgagcf 
tggggactag 
cgctgtaccc 
tggtgcaggc 
ccctgctgct 
gttcctggtg 

9ggtagaagg 
cccaagaagt 
gagctgccac 
gagccagacc 



ataccttccc 
accgaggcgg 
cagtgccatc 
cttcctccgt 
gcctggctca 
cccgtgccag 
cactggccca 
agcttcaggc 
ccctgcgttc 
cctgtgatgg 
tgagcttccc 
ttcgcccaag 
agcttccaga 
ccgggtgggg 
ccgtgtgttg 
ggtctccacc 
tgtggcccca 
cctggccagc 
cgtgcggagg 
tctgaggact 
tctgtttggg 
tgatgcccag 
tcaggaactg 
agaccagtgt 
ctctt 



tccccgggca 
aagccagccc 
tgcttccgtt 
gctgcccaca 

gggtgtccat 

gatatcacgc 
gcccctccgt 
catcaccacc 
ctggggcaac 
gctcctgcag 
agcccctagc 
.tctcccagct 
ggcccggcct 
aacatcttgc 
gtctccagtg 
ttcctgtgga 
gcccaggctc 
ccagacctgc 
aaggcacggg 
taggtatttt 
cctatccaca 
aggactcgtg 
cagccatgac 
gaggtgctta 
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ctgctgccca 
480 

aaggtggagg 
540 

ctgaccttgc 
600 

aactacaacc 
660 

gctggcaaca 
720 

agtgcccagc 
780 

accaccttgt 
840 

gaccgcaatg 
900 

tcccagggtg 
960 

gccaccagct 
1O20 

gccaagatgt 
1080 

cccacaccct 
1140 

accagcatga 
1200 

gtgttcatct 
1260 

attgaccacc 
1320 

tcctggcagc 
1380 

atgctgggga 
1440 

gcggctgggg 
1500 

ccccacggcc 
1560 

caggacctgg 
1620 
' gattcactgg 
1680 

gccagtgagc 
1740 

cagtattgca 
1800 

agggtgtcct 
1860 

ctgtccctgc 
1920 

gagaagttcc 
1980 

gacgtggagg 
2040 



ttgggaatga 
cccatgatgc 
tggcctcagc 
tggagcagac 
gagacatcca 
agggttcgga 
atgacatgga 
tgagagtcta 
acgaagggtc 
gctctgacaa 
ttggccattc 
ctgactccga 
agttcaccta 
ggcacctggg 
ggcagcagca 
ccctgcctgt 
cacaatcctc 
acgatgatgt 
gctgggcaga 
attgctactt 
agccacagag 
tcatcctcta 
ggaaggaggt 
ccgacagccc 
ccgagggacc 
tccgccacca 
cctctgaagc 



ggggctgatc 
tgaggtgctg 
cagtcgggac 
gctggatgac 
gatgatcagc 
tggactacac 
cattgacatc 
caacactgtg 
cttgctgaag 
aagcatctca 
aggtgggtgt 
aggcaagtgc 
tgactgtcat 
cccggagatc 
gcagcacaca 
ccaccagagg 
gttgcctgct 
ggcagatggc 
gcgggccggc 
tacccc'catg 
cctggccagc 
ctctctggag 
ggaggccggg 
aaaggaccag 
cagcgtcccc 
ctttgagaca 
tgaagaccac 



cacgagctgc 
tgcctggagt 
cggctgatcc 
cactcctcct 
tgtggggctg 
tttgtccgta 
acccagaagt 
aacgggaagc 
gtccatgtgg 
gtgattgact 
gcctctctgc 
agcctctctg 
cacttgatca 
accaactgca 
aatgacaaga 
gatgagtccc 
aaccaacggc 
ttggccttcc 
caagagcccc 
aagcccgaga 
ctgctgagtg 
gcagaagtga 
cctggagacc 
agcccgcctg 
agcagctccc 
ctgactgagt 
ttcttcaacc 



acttcatgga 
actccaagcc 
atgtgctgaa 
ccatcaccgc 
acaagagcat 
cccaccacgt 
acgtggccgt 
agaagaagtg 
acccctcagg 
tttactcggg 
ttgggatgcc 
ctttgtttgc 
cagtatctgg 
tgaagcagca 
agcggagtgg 
tgccagggcc 
aagctgccac 
acgccaagcg 
tcaagaccat 
gtctggagaa 
agcagaagga 
cagtcacagg 
agcagggcga 
agggtcccac 
taccccagac 
ccccctgcag 
cacgcctgag 



cgagctggtc 
agagacgggg 
cgtggagaag 
catcaagttc 
ctactttcgc 
agcagagaaa 
ggcctgccag 
ctacaagggc 
caccttcctg 
cgagtgcatt 
tccccacccg 
agaaattatt 
agacagctgc 
cttgctggag 
ccaccccagg 
ccatggagtg 
tgtgggcaaa 
cagctaccag 
cctggatgcc 
ctccattctg 
atcatctgag 
gacagacagc 
ctcctacctc 
agaagatgag 
tccggagcag 
agctctggga 
tatctccacg 



3772 



WO 00/58473 PCT7US00/08621 



gcccgggaac cagcgcgcca cgtcgcgacc gcacaggggg aagttctccc gccaggcggc 
780 

ctgggcggcg ctgcacagcg cgcgcggggt caatctcatg gcggcaccgt ccccggaaac 
,840 

gctcccgcag ctgaccttct cgctctgtcg cccaggctgg aacgcagtgg cacaatctca 
900 

actcactgca agctccgcct cccgggttca cgccattctc ctgcctcagc ctcctaagtg 
960 

gctgggacta caggtgcccg ccaccacacc cacctaattt tcgtattttt agtagagacg 
1020 

gggtttcacc gtttcagcaa gaatggtctc aatctcctga cctcatga 
1068 

<210> 4576 
<211> 107 
<212> PRT 

<213> Homo sapiens 
<400> 4576 

Lys Trp Asp Pro Gly lie Val Asp Leu Asp Asp Thr Val His Gin Leu 

1 5 10 15 

Gin Ala Ala Leu His Leu Leu Gin Pro Leu Gly His Val Ala Arg Glu 

20 25 30 

Pro Ala Arg His Val Ala Thr Ala Gin Gly Glu Val Leu Pro Pro Gly 

35 40 45 

Gly Leu Gly Gly Ala Ala Gin Arg Ala Arg Gly Gin Ser His Gly Gly 

50 55 60 

Thr Val Pro Gly Asn Ala Pro Ala Ala Asp Leu Leu Ala Leu Ser Pro 
65' 70 75 80 

Arg Leu Glu Arg Ser Gly Thr lie Ser Thr His Cys Lys Leu Arg Leu 

85 90 95 

Pro Gly Ser Arg His Ser Pro Ala Ser Ala Ser | 
100 105 

<210> 4577 
<211> 3525 
<212> DNA 

<213> Homo sapiens 
<400> 4577 

nggcaaggaa ataattattc tgattggtga aactcccagc tcaaaattag agttgtatta 
60 

ctaacgaaga agagactggc tatggaggga cacgatttca gaggtgcttc tgagctgctc 
120 

gtgctgacct cagccctgtc cttcctgcag accctgctga aggtcgtgta cgtggagaat 
180 

gacatccagc acctgcagga catgtcacac ttcccagacc gggggagcga gaatgggaca 
240 

cccatggacg tgaaagccgg ggtgcgggtc atgcaggtca gtcctgacgg ccagcatttg 
300 

gcttcaggcg accgaagtgg aaatctgagg caagtgggcc ctggcagtgt ccagtgtaca 
360 

cctcccagct ccagctcagg ttctcagggc agtgggcaga agccctggcc ttggcacctc 
420 
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ttcacgcgt 
309 



<210> 4574 
















<211> 103 
















<212> PRT 
















<213> Homo sapiens 












<400> 4574 
















Pro Gly Asp 


Gly 


Gly Leu Gin Asp Gin 


Val 


Gly 


Ala 


Trp Gly Leu- 


Pro 


1 




5 


10 






15 




Gly Pro Thr 


Gly 


Pro Lys Gly Asp Ala Gly Ser 


Arg 


Gly Pro Met 


Gly 




20 


25 








30 




Met Arg Gly 


Pro 


Pro Gly Pro Gin Gly 


Pro 


Pro 


Gly Ser Pro Gly Arg 


35 




40 








45 




Ala Gly Ala 


Val 


Gly Thr Pro Gly Lys 


Arg 


Gly 


Pro 


Ser Gly Pro 


Gin 


50 




55 






60 






Gly Leu Leu 


Gly 


Pro Pro Gly Pro Pro 


Ala 


Pro 


Val 


Gly Pro Pro 


His 


65 




70 




75 






80 


Ala Arg lie 


Ser 


Gin His Gly Asp Pro 


Leu 


Leu 


Ser 


Asn Thr Phe 


Thr 






85 


90 






95 




Glu Thr Asn 


Pro 


Phe Thr Arg 













100 



<210> 4575 
<211> 1068 
<212> DNA 

<213> Homo sapiens 
<400> 4575 

nttttttttt tttaaatgag gtgactagga ggaggggccc cagctgccct gcattcactg 
60 1 

cactcaccca aagcgctggt . gtttgttgag ggtgtacagc aggtagtcag ccatggtctc 
120 

ctccccgacc aggtggtcca gcaccgttcc acacagggcc agcttcaggc ctgtctccac 
180 

actttcaatc cgaggagcca gcacgccagg agtgtccaac aggaacatca ggggccgctc 
240 " 

agagacctga attttggaca tcacagctct ggtgatccca ggctcgccac ccaccctggt 
300 

ggctttccct ttcctgaggt gctgcctccg gagggagttg atgagggagg acttgcccac 
360 . 

gttggggacc ccaatgacca tgatacagta ctccaggttc tcttttcggt ggtagcggtg 
420 

gcttctccca atcagttcag tgaccatcgg gatgatctgc ttgacatttt catcctttac. 
480 

acagttggta aaaatgacat tttttaggcc ttctccttct aagtgttgca taattttctg 
540 

ctgctctgta agatccgcca agtccatctt gttgaggacc agcaagtgag gcttaagccc 
600 

aagggtttcc tgaaacagag ggttgcggcc tgaaagtggg atccgggcat cgtggacctc 
660 

gatgatacag .tccaccagct tcaggctgct ctgcatcttc ttcagcccct tggccatgtg 
720 
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tattttcagt atctgagcaa aacctactgg tgagtccact gttgcttaga gtggcttttc 
780 

tgtcctctgg gcagtgagga gaggccaaag ggccaggaac tcctgattct gtttggtggc 
840 

cagtcttttg gttttgttgt tgttgacttt ttttttttta ttttttgaga tggagtcttg 
900 

ctctgttgcc caggctggag tgcagtggtg tgatctcggc tcattgcaac ctcctctcag 
960 

gctcaaagaa ttctcctccc tcagcctcca gagtagccca gctaattttt tttttctgta 
1020 

tttttagtag aggtggagtt ttgccacatt ggccaagctg gtcttgaact cctgacctca 

1080 

gacc . 

1084 

.<210> 4572 
<211> 126 
<212> PRT 

<213> Homo sapiens 
<400> 4572 

Lys Ser Pro Ser Arg Ala Asn Arg Pro Pro Glu Lys Lys Ala Gin Gly 

1 5 10 15 

Lys Thr Gin Gin Asn Arg Lys Leu Thr Asp Phe Tyr Pro Val Arg Arg 

20 "25 30 ^ 

Ser Ser Arg Lys Ser Lys Ala Glu Leu Gin Ser Glu Glu Arg Lys Arg 

35 40 45 

He Asp Glu Leu He Glu Ser Gly Lys Glu Glu Gly Met Lys lie Asp 

50 55 60 

Leu He Asp Gly Lys Gly Arg Gly Val He Ala Thr Lys Gin Phe Ser 
65 70 75 80 

Arg Gly Asp Phe Val Val Glu Tyr His Gly Asp Leu He Glu He Thr 

85 90 95 

Asp Ala Lys Lys Arg Glu Ala Leu Tyr Ala Gin Asp Pro Ser Thr Gly 

100 105 110 

Cys Tyr Met Tyr Tyr Phe Gin Tyr Leu Ser Lys Thr Tyr Trp 
115 120 125 

<210> 4573 
<211> 309 
' <212> DNA 
<213> Homo sapiens 

<400> 4573 

cccggagatg gaggcctcca ggaccaagtc ggtgcttggg ggcttcccgg gcccaccggc 
60 

cccaagggag atgccggcag tcggggccca atggggatga gaggcccacc aggtccacag 
120 

ggccccccag ggagccctgg ccgggctgga gctgtgggca cccctggaaa aaggggacct 
180 

tctggcccac aaggccttct tggcccccct gggcccccag cccctgttgg gccaccccat 
240 

gcccggatct cccagcatgg agatccattg ctgtccaaca ccttcactga gaccaacccc 
300 
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<211> 141 
<212> PRT 

<213> Homo sapiens 
<400> 4570 

Xaa Phe Phe Phe Phe Phe Phe Phe Phe Phe Phe Phe Leu Lys He Gly 

1 5 10 15 

Met Leu Leu Tyr Leu Phe Arg Arg Ala Ala Ser He Thr Leu Ala Thr 

20 25 30 

Gin Thr Trp His He Arg Phe Gly Asp Asn Gly Leu Gly Thr Leu Met 

35 40 45 

Leu Leu Gly Pro Gly Glu Thr Val Leu Arg Gin Lys Leu Gly Val Gin 

50 55 60 

Gly Gly Pro Arg Val Arg His Cys Gly Glu Gly Asn Ala Gly Glu Ser 
65 70 75 80 

Gly Pro Thr Leu Gin Leu Gly Thr Arg Gly Arg Lys Gin Arg Gly Gin 

85 90 95 

Ala Ser Val Pro Leu Pro Gin Glu Gin Thr Ser Gly Pro Gin Glu Gly 

100 105 110 

Leu Gin Ala Ala Arg Ser Leu Pro Ser Ala Gly Gly Ser Arg Gly Arg 

115 120 125 

Lys Gly Trp Arg Ala Ala Gly Arg Gin Pro Ser Thr Arg 
130 135 140 



<210> 4571 

<21X> 1084 

<212> DNA 

<213> Homo sapiens 

<4b0> 4571 

ngcgcgccgc catgggcctg gccgggctgc 
60 

tctattccta catgagcccg aacaaatgct 
120 ■ 

actcagttac acatcacgaa gtcaaatgcc 
180 

aacgagaaga gaaaagaaat gctgggaacg 
24 0 

agaagatcaa agacgccagg aaaggtcccc 
300 

cagcagaacc tccaaaaact ccaccctcat 
360 

agcaagccct gaaaaagccc atcaagggca 
420 

aaaacgcaac agaatcgcaa acttacggat 
480 

agcaaagccg agctgcagtc tgaagaaagg 
540 

aaggaagaag gaatgaagat tgacctcatc 
600 

aagcagttct cccggggtga ctttgtggtg 
660 ' 

gacgccaaga aacgggaggc tctgtacgca 
720 



aggagaacgt atttaccggg cagtcaaaga 
ctggaatgcg tttccccctt caggaagaga 
aggggaaacc attagccgga atctacagga 
cagtacggag cgccatgaag tccgaggaac 
tggtaccttt tccaaaccaa aaatctgaag 
cttgtgattc caccaatgca gccatcgcca 
aacaggcccc ccgaaaaaaa agctcaagga 
ttctaccctg tccgaaggag ctccaggaag 
aaaagaatag atgaattgat tgaaagtggg 
gatggcaaag gcaggggtgt gattgccacc 
gaataccacg gggacctcat cgagatcacc 
caggaccctt ccacgggctg ctacatgtac 
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ggccccacct tgcagctggg gacacggggg 
300 

ctgccccagg aacagacctc agggccccag 

360 . - 

agtgctggtg gaagtagagg ccgaaaaggc 
4 20 

agatgaggta ggccaggacg ccacggagga 
480 ' - 

cggcaatccg cgctgcagtc tgctggactt 
540 

. gctggctgag ganntgggtc gggggatagt 
600 

cctcccagcg tcttgagcag aagtgtgcag 
660 

gcaagctcac cacggtcaca tagcagtaga 
720 

cttcgatgcg gccagcctcc cttcgcagct 
780 

aggcctgcag gtggggccgg gtcaccgcca 
840 

agaggcgccc agagtcgaag gcagaaticgg 
900 

ggcggctggt gcaggaagtc ccgtgcaatg 
960 

ggagacagga agctggtgtg caggaggaac 
1020 

agtgcgtccc ggtgggtctg ggccagccgc 
1080 

acagagccca ccactgccag tcccacgcgg 
1140 

tcccagccct gcttcttcag aagtggctct 
1200 

tccaggccca gctcgagggt ctcctcccgc 
1260 

aagaggaagg caaaggtgag gcagacagag 
1320 

agccgtgtca ctgtcaggaa catcttgatg 
1380 

acagcaatgt tagtctcctt ggctggtccc 
1440 

ta.cacgccgc ccgagtacac agcaaagtcc 
1500 

aggaccaggg catccacggt cgtgaggggg 
1560 

ggcacagaca gtggcttctc ctcactaagg 
1620 

ggcctcggct tccccgccag ggcccgaagc 
1680 

aaactgccgt tacagagcag ccagcgcgcg 
1740 

agggtggcag tgagcagggt caccaccagc 
1797 



cgcaaacaga gggggcaggc tagtgtcccg 
S^gggtctgc aggcagctag gagcctgcca 
tggcgagcag ctggcaggca gccgtccacc 
agaggggagt aagcaggcca cccagggccc 
cgtcctcccc agagccgann tgggggcagc 
agaggagctg ggcccaggcc ccaggaatag 
ttgagggtga ggatgagcgc gtcaggtact 
ctcggaccac cctctgctgg atttcacggg 
gctccacccg ggccttggcc aggcacaggt 
gccgcagcag gcacagcacc accagcaacc 
acagcaggga gaaacgcgtc tnccccaaac 
ggctttgtcc agagccacag gatgaacagg 
tgcagcatgg gtctgtcctc cgacatggtc 
aggcctggga aggtgaggaa ggcacccagc 
atagccagct tggccacagg aagcgcccag 

aagttctggg tcatgctggc cagaccaggc 

i 

accacttgca ccagcatggc cagcagcagg 

cgctcacccc cctcctcggc gctgaagtac 

gagaaggtca ccgtgagcag gcaccagaac 

agcatgtagt agtaggcctc tgtgaagagg 

acaaaccact ggtactccag gaagaagcgc 

caggtctcca gctggaacgg ggcatctcgg 

ccattggccc accgctcttt cctgcctctg 

tcctcctcag acgggtgctt gtatcggaac 

aaggagcagt gtggcgccag cctgtgcatg 

tgtactccga ggaccgccat gacgcgt 
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caaatactag agaatctttc cacttcgcct ctggctgagc caccccactt tgttgaacat 
840 

attagatcta ccttgatgtt tttaaaaaaa cacccatctc cagctcacac actgttttct 
900 

ggaaataaag ccctactcta caaaaaaaat gaagatggct . tgtgggaaaa gatctcttct 
960 - 

ccaggaagtt aaaaaacatg aattaccaaa gaaagcacct tcttggcctg acagaccatt 
1020 

ggtggggctg gcacgaatcc agatctggaa cctacatctg ttgggtctta ggtcttctcc 
1080 

ttccttcctc agtgtttttc aaatgacttt catcaaatga ctttcaaaat aaaaccttat 
1140 

tttggcaaag gcaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1200 

aaaaaaaaaa a 
1211 

<210> 4568 
<211> 120 
<212> PRT 

<213> Homo sapiens 
<400> 4568 

Met Pro Leu Leu Val Glu Gly Arg Arg Val Arg Leu Pro Gin Ser Ala 

1 5 10 15 

Gly Asp Leu Val Arg Ala His Pro Pro Leu Glu Glu Arg Ala Arg Leu 

20 25 30 

Leu Arg Gly Gin Ser Val Gin Gin Val Gly Pro Gin Gly Leu Leu Tyr 

35 40 45 

Val Gin Gin Arg Glu Leu Ala Val. Thr Ser Pro Lys Asp Gly Ser lie 

50 55 60 

Ser lie Leu Gly Ser Asp Asp Ala Thr Thr Cys His lie Val Val Leu 
65 70 75 80 

Arg His Thr Gly Asn Gly Ala Thr Cys Leu Thr His Cys Asp Gly Thr 

85 - 90 95 

Asp Thr Lys Ala Glu Val Pro^ Leu lie Met Asn Ser lie Lys Ser Phe 

100 105 110 

Ser Asp His Ala Gin Cys Gly Arg 
115 120 

<210> 4569 

<211> 1797 - 

<212> DNA 

<213> Homo sapiens 

<400> 4569 

nttttttttt tttttttttt tttttttttt ttttttttaa aaatcggcat gctcctttat 
60 

ttgttcagaa gagcagccag catcaccctc gccactcaaa cctggcacat acgcttcgga 
120 

gacaatggcc tcgggaccct catgctgctg ggcccaggag agacagttct gaggcagaaa 
180 

ctcggcgtcc aaggggggcc gcgggtcagg cactgtggtg aagggaacgc cggggagtcc 
240 
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85 90 95 

Cys Arg- Leu Ala Leu Asn His Lys Val Leu His Tyr Gly Asp Leu Asp 

100 105 110 

Asp Asn Pro Gin Gly Glu Val Thr Phe Glu Ser Leu Gin Glu Lys lie 

115 120 125 

Pro Val Ala Asp He Lys Ala He Val Thr Gly Lys Asp Cys Pro His 

130 135 140 

Met Lys Glu Lys Ser Ala Leu Lys Gin Asn Lys Glu Val Leu Glu Leu 
145 150 155 160 

Ala Phe Ser He Leu Tyr Asp Pro Asp Glu Thr Leu Asn Phe He Ala 

165 170 175 

Pro Asn Lys Tyr Glu Tyr Cys He Trp He Asp Gly Leu Ser Ala Leu 

180 185 190 

Leu Gly Lys Asp Met Ser Ser Glu Leu Thr Lys Ser Asp Leu Asp Thr 

195 200 205 

Leu Leu Ser Met Glu Met Lys Leu Arg Leu Leu Asp Leu Glu Asn He 

210 215 220 

Gin He Pro Glu Ala Pro Pro Pro He Pro Lys Glu Pro Ser Ser Tyr 
225 230 235 240 

Asp Phe Val Tyr His Tyr Gly 
245 

<210> 4567 

<211> 1211 

<212> DNA 

<213> Homo sapiens 

<400> 4567 

gcggccgcct ccgcgatgcc gctgctcgtc gaggggcggc gagtgcggct gccgcagtca 
60 

gccggggacc tcgtccgagc ccacccgcct ttggaggaaa gagccagact tctcagaggt 
120 j 

cagtctgttc aacaagtggg accccagggc cttctgtatg ttcagcaaag. agagcttgca 
180 

gtgacctccc caaaggatgg ctccatctcc attctgggtt ctgatgatgc cactacttgt 
240 

cacattgtgg tcctgaggca cacaggtaat ggggccacct gcttgacaca ttgtgacgga 
300 

accgacacca aagctgaggt ccccttgatc atgaactcca taaaatcctt ttctgaccac 
360 

gctcaatgtg gaaggtgaga tctacgctgc tctcataggc tggaagtaca ccttgttgga 
420 

ggcttcagtg acgacaggca gttgtcacaa aaactcactc atcaacttct tagtgaattt 
480 

gacaggcaag aagatgacat tcacttagtg acattatgtg tgacagaatt aaatgaccgg 
540 

gaagaaaacg aaaaccactt tccagtaata tatggcattg ctgtcaacat taagactgca 
600 

gagatttaca gagcatcctt tcaagatcgg ggtccggagg agcagcttcg tgctgcgcga 
660 

actttagcag gaggaccaat gattagcatt tatgatgcag agacagaaca acttcgtata 
720 

ggaccgtact cctggacacc atttccacat gtggatttct ggttgcacca agatgacaag 
780 
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accttttcct cctgagcctg ctctctgatc agctggatcc ccacgtgagc aacagctggc 
1380 

ccaggaaagg ctgcctgcag aggacaggtg tgttgggcgt gttgagagcc ttgaagtgac 
1440 

tacctgtatc ttagatctga gtacaagcct gaggcttttg cttttgtctt ttttgatgag 
1500 

ggctcactcc agcttcatat ggtgccaaga cgttgctgct tctgaggttg gctctaacat 
1560 

ctctggtctt tagagccacc agatctctct ggcccataca gatatcagag cagacggaaa 
1620 

tttctccctg caagcgctca gtctcatccc agcaagtcaa agacctcctg gccaagtcct 
1680 

gccctcttaa gtctccagga acgctgcagg gaaaacccag ctgaggcctg ggcctagact 
1740 

gtggtgaggt cactagattc tactgctctt cccccacatt aatacctttt ccttcctcag 
1800 

agagaaatct cccctaacct gaattgcagc cccctccagt ttgctttcct ttggccttcc 
1860 

agaccccagg aagttggcct tcccttccta gtgctatggt ttctgccatt ggccatgatt 
1920 

tcagggagct ggctgaggcc ggctgaggcc acacctgtgc cagtggggct tccctggtgc 
1980 

tgcagcactt gtaaaccaca cacacagcct ctctccctgg acatacgtta gcacattggc 
2040 

attcagtatt ggtggcctgg catggtaggt actacccaat gaagagtgta ctatatattt 
2100 

tcattactat aggccatact tatacagacg tgtatatata tttatataag atctacctat 
2160 

cttaggatgg aaccttgggg aaaaataaaa ttgaggggaa gtaaaaagta tgtaacactt 
2220 

ccagttgtga gccaagattg taaccagaga gcagccagga gcttcctgtc agtaaccatg 
2280 

ttttcaataa atactctttc atgtacaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

2340 

aaaa 

2344 

<210> 4566 

<211> 247 

<212> PRT 

<213> Homo sapiens 



<400> 4566 



Met 


Gin 


Val Val 


Arg Glu 


Gin 


He 


Thr 


Arg 


Ala 


Leu 


Pro 


Ser Lys 


Pro 


1 






5 








10 








15 




Asn 


Ser 


Leu Asp 


Gin Phe 


Lys 


Ser 


Lys 


Leu 


Arg 


Ser 


Leu 


Ser Tyr 


Ser 






20 








25 










30 




Glu 


He 


Leu Arg 


Leu Arg 


Gin 


Ser 


Glu 


Arg 


Met 


Ser 


Gin Asp Asp 


Phe 






35 






40 










45 






Gin 


Ser 


Pro Pro 


He Val 


Glu 


Leu 


Arg 


Glu 


Lys 


He 


Gin 


Pro Glu 


He 




50 






55 










60 








Leu 


Glu 


Leu He 


Lys Gin 


Gin 


Arg 


Leu 


Asn 


Arg 


Leu 


Cys 


Glu Gly 


Ser 


65 






70 










75 








80 


Ser 


Phe 


Arg Lys 


He Gly Asn Arg Arg Arg 


Gin 


Glu 


Arg 


Phe Trp 


Tyr 
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340 

Phe Ser 



<210> 4565 
<211> 2344 
<212> DNA 

<213> Homo sapiens 
<400> 4565 

ntccggattg tcttggagaa 
60 

agtgccattg agctcaccaa 
120 

gaaggacgca atgactacca 
180 

tttggaatct gcatccagct 
240 

gacttcaaca aggttatgca 
300 

cccaactctt tggatcagtt 
360 

cgactgcgcc agtctgagag 
420 

ctgagggaga agatccagcc 
480 

ctctgtgagg gcagcagctt 
540 

tactgccggt tggcactgaa 
600 

caaggggagg tgacatttga 
660 

attgtcactg ggaaagattg 
720 

gaggtgttgg aattggcctt 
780 

gcacctaata aatatgagta 
840 

gacatgtcca gtgagctgac 
900 

ctgcggctcc tggacctgga 
960 

gagcccagca gctatgactt 
1020 

tacccaggag aagggatttt 
1080 

tgcttgtaca gaatctgtag 
1140 

cacctcggac cacccagagt 
1200 

gtgctctgcc cactccatca 
1260 

atgcccttgc cttccagtcc 
1320 



345 



cagtagccgg gaagacaaac 
aatgttctgt gaaatcctgc 
cccgatgttc tttacccatg 
gttgaacaag acctggaagg 
agtcgtccga gagcaaatca 
caagagcaaa ttgcgtagcc 
gatgagtcag gatgacttcc 
cgagatcctt gagctgatca 
ccgaaagatt gggaaccgcc 
ccacaaggtc cttcactatg 

atccctgcag gagaaaattc 

i 

tccccacatg aaagagaaaa 
ctccatcctg tatgaccctg 
ctgcatctgg attgacggcc 
caagagtgac ctggacaccc 
gaacatccag attcccgaag 
tgtctatcac tatggctgag 
gggcccagga gaaacactta 
tgattttggt ggccagtaaa 
ttcctcttgg tccctgtcta 
ccatgaagcc tgggattggg 
aagaaactgc ttcttgaaat 



350 



atgaatgccc ctttggccgc 
aggttgggga actaccaaat 
accgagcctt tgaagagctc 
agatgagggc aacagcagag 
ctcgagcttt gccctccaaa 
tgagttactc tgagattcta 
agtccccgcc aattgtggag 
agcagcagcg cctgaaccgg 
gaaggcaaga acggttctgg 
gtgacttgga tgacaaccca 
ctgttgcaga cattaaggcc 
gtgctctgaa acagaacaag 
atgagacctt aaacttcatc 
tcagtgccct tctggggaag 
tgctgagcat ggagatgaag 
ccccaccccc catccccaag 
cctggagcca gaaacgacgg 
cattctggtg ccttgtcttt 
tgccagccat ttctcaaacc 
ctaagagtca tgaaggcagg 
ccacgaggaa caaacagcag 
ggatttaaca acagccactc 
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aaaactactt aaccattttt gcaaccattt tgttttttaa gcctttttat ttctaaaaag 
1980 

atgaaaactt ataaataaat tcttaatttg taattacttt taaaaaaaaa aaaaaaa 
2037 

<210> 4564 
<211> 354 
<212> PRT 

<213> Homo . sapiens 
<400> 4564 

Val Leu Val Trp Glu Leu Asp Trp Asp Leu Glu Asp Leu lie His Ser 

15 10 15 

Ser Ser Ser Lys Leu Ala Val Gly Tyr Ser Cys Met Pro Ser Asn Lys 

- 20 25 30 

Asp Glu Asp Gly Leu Val Val Leu Val Phe Asn Lys Lys Glu Thr Glu 

35 40 -45 

He Arg Ser Gin Gin Gin Gin Leu Val Glu Ser Leu His Lys Val Leu 

50 55 60 

Gly Gly Asn Gin Thr Leu Thr Val Asn Val Glu Gly Thr Lys Thr Leu 
65 70 75 80 

Pro Asp Asp Gin Thr Glu Val Val He Tyr Val Val Glu Arg Ser Pro 

85 90 .95 

Asn Gly Thr Ser Arg Arg Val Pro Ala Thr Thr Leu Tyr Ala His Phe 

100 105 HO 

Glu Gin Ala Asn He Lys Thr Gin Leu Gin Gin Leu Gly Val Thr Leu 

115 120 125 

Ser Met Thr Arg Thr Glu Leu Ser Pro Ala Gin He Arg Gin Leu Leu 

130 135 140 

Gin Asn Pro Pro Ala Gly Val Asp Pro He lie Trp Glu Gin Ala Lys 
145 150 155 160 

Val Asp Asn Pro Asp Ser Glu Lys Leu He Pro Val Pro Met Val Gly 

165 170 175 

Phe Lys Glu Leu Leu Arg Arg Leu Lys Val Gin Asp Gin Met Thr Lys 

180 - 185 190 

Gin His Gin Thr Arg Leu Asp He He Ser Glu Asp He Ser Glu Leu 

195 200 . 205 

Gin Lys Asn Gin Thr Thr Ser Val Ala Lys lie Ala Gin Tyr Lys Arg 

210 215 220 

Lys Leu Met Asp Leu Ser His Arg Thr Leu Gin Val Leu He Lys Gin 
225 230 235 240 

Glu He Gin Arg Lys Ser 'Gly Tyr Ala lie Gin Ala Asp Glu Glu Gin 

245 250 255 

Leu Arg Val Gin Leu Asp Thr He Gin Gly Glu Leu Asn Ala Pro Thr 

260 265 270 

Gin Phe Lys Gly Arg Leu Asn Glu Leu Met Ser Gin He Arg Met Gin 

275 280 285 

Asn His Phe Gly Ala Val Arg Ser Glu Glu Arg Tyr Tyr He Asp Ala 

290 295 300 

Asp Leu Leu Arg Glu He Lys Gin His Leu Lys Gin Gin Gin Glu Gly 
305 310 ,315 - 320 

Leu Ser His Leu He Ser He He Lys Asp Asp Leu Glu Asp He Lys 

325 330 335 

Leu Val Glu His Gly Leu Asn Glu Thr He His He Arg Gly Gly Val 
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agcagcagca gcaaactagc agtaggttat agttgcatgc ccagtaataa agatgaagat 
360 

gggctagtgg ttttagtttt caacaaaaaa gaaacagaga ttcgaagcca acaacaacag 
420 

ttggtagaat cattgcataa agttttggga ggaaaccaga cccttactgt aaatgtagag 
480 , 

ggcactaaaa cattgccaga tgatcagaca gaagttgtta tttatgttgt tgagcgttcg 
540 

ccaaatggta cttcaagaag agttccagct acaacgctat atgcccattt tgaacaagcc 
600 

aatataaaaa cacaattgca gcaacttggt gtaacccttt ctatgactag aacagaactt 
660 

tctcctgcac agatcagaca gcttttacag aatcctcctg ctggtgttga tcctattatc 
720 

tgggaacagg ccaaggtaga taaccctgat tctgaaaagt taattcctgt accaatggtg 
780 

ggttttaagg aacttctccg aagactgaag gttcaagatc agatgactaa gcagcatcaa 
840 

accagattag atatcatatc tgaagatatt agtgagctac aaaagaatca aactacatct 
900 

gtagccaaaa ttgcacaata caagaggaaa ctcatggatc tttcccatag aactttacag 
960 

gtcctaatca aacaggaaat tcaaaggaag agtggttatg ccattcaggc tgatgaagag 
1020 

cagttgcgag ttcagctgga tacgattcag ggtgaactaa atgcacctac tcagttcaag 
1080 

ggccgactaa atgaattgat gtctcaaatc aggatgcaga atcattttgg agcagtcaga 
1140 

tctgaagaaa ggtattacat agatgcagat ctgttacgag aaatcaagca gcatttgaaa 
1200 

, caacaacagg aaggccttag ccatttgatt agcatcatta aagacgatct agaagatata 
1260 ' 

aagctggtcg aacatggatt gaatgaaacc atccacatca gaggtggtgt ctttagttga 
1320 

cagttcacaa acttgtgtaa aggtttgtga aatgcatctt cttactgcat cagaccttcc 
1380 

ttaagaatga aaccgaccac atggagggaa aaagaaaaca attctttctt ggattggttt 
1440 

tttgagaagt ttactgacaa attactgttc atcaaatctg aaatagtcac ctcacagctc 
1500 

ttcaaagaaa acctttgaaa gatttatatc taaaagctgt atttacttta aaagaagtgc 
1560 

ataattacca aaattgtatg tactattgta catttttaca acagcatttt cttaaacata 
1620 

atctgtgttt aatgattatt gtccattgag cctgtactct gctttccata ccaagtaaat 
1680 

atgaaataat ctactttgca cataacagaa gaaactataa ttacttggct gttggagatt 
1740 

tgtacttgag tataaatgta caccagtttt tgtatttgtg aactcatctg tgggaggagt 
1800 

aaagaaaatc caaaagcatt taatgttttg tttttgttct ataaagatat gaaaatgtat 
1860 

ttttatatta ttttacttat ttggaattta cagagcacac ctaagcaatt aggatataac 
1920 
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<210> 4563 

<211> 2037 

<212> DNA 

<213> Homo sapiens 

<400> 4563 

ctacttggtc tcctgctttc gcgacatggc cttcaatttt ggggctccct cgggcacctc 
60 

cggtaccgct gcagccaccg cggcccccgg ctgggtttgg aggatttggg acaacatcta 
120 

caactgcagg ttctgcattc agcttttctg ccccaactaa cacaggcact actggactct 
180 

ttggtggtac tcagaacaaa ggttttggat ttggtactgg ttttggcaca acaacgggaa 
240 

ctagtactgg tttaggtact ggtttgggaa ctggactggg atttggagga tttaatacac 
300 
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450 455 460 

Ser Gin Thr Glu Phe Glu Lys Asn Val Trp Ser Phe Leu Lys Val Asn 
465 470 475 480 

Phe Glu, Asp Asp Ser Arg Gly Lys Tyr Leu Glu Leu Leu Gly Tyr Arg 

485 490 495 , 

Lys Glu Asp Leu Glu Lys Xaa Gin Asp lie Lys Glu Glu Lys Glu Glu 

500 505 510 

Ser Glu Phe Leu Pro Ser Ser Gly Gly Thr Phe Asn He Ser Val Ser 

515 520 525 

Gly Asp He Asp Gly Leu He Thr Gin Ala Leu Leu Thr Gly Asn Phe 

530 535 540 

Glu Ser Ala Val Asp Leu Cys Leu His Asp Asn Arg Met Ala Asp Ala 
545 550 555 560 

He lie Leu Ala lie Ala Gly Gly Gin Glu Leu Leu Ala Arg Thr Gin 

565 570 575 

Lys Lys Tyr Phe Ala Lys Ser Gin Ser Lys He Thr Arg Leu He Thr 

580 585 590 

Ala Val Val Met Lys Asn Trp Lys Glu He Val Glu Ser Cys Asp Leu 

1595 600 605 

Lys Asn Trp Arg Glu Ala Leu Ala Ala Val Leu Thr Tyr Ala Lys Pro 

610 615 620 

Asp Glu Phe Ser Ala Leu Cys Asp Leu Leu Gly Thr Arg Leu Glu Asn 
625 630 635 640 

Glu Gly Asp Ser Leu Leu Gin Thr Gin Ala Cys Leu Cys Tyr He Cys 

645 650 655 

Ala Gly Asn Val Glu Lys Leu Val Ala Cys Trp Thr Lys Ala Gin Asp 

660 665 670 

Gly Ser His Pro Leu Ser Leu Gin Asp Leu He Glu Lys Val Val He 

675 680 685 

Leu Arg Lys Ala Val Gin Leu Thr Gin Ala Met Asp Thr Ser Thr Val 

690 695 700 

Gly Val Leu Leu Ala Ala Lys Met Ser Gin Tyr Ala Asn Leu Leu Ala 
705 710 715 - 720 

Ala Gin Gly Ser He Ala Ala Ala Leu Ala Phe Leu Pro Asp Asn Thr 

725 730 735 

Asn Gin Pro Asn lie Met Gin Leu Arg Asp Arg Leu Cys Arg Ala Gin 

740 745 750 

Gly Glu Pro Val Ala Gly His Glu Ser Pro Lys He Pro Tyr Glu Lys 

' 755 760 765 

Gin Gin Leu Pro Lys Gly Arg Pro Gly Pro Val Ala Gly His His Gin 

770 775 780 

Met Pro Arg Val Gin Thr Gin Gin Tyr Tyr Pro His Gly Glu Asn Pro 
785 790 795 . 800 

Pro Pro Pro Gly Phe He Met His Gly Asn Val Asn Pro Asn Ala Ala 

805 810 815 

Gly Gin Leu Pro Thr Ser Pro Gly His Met His Thr Gin Val Pro Pro 

820 825 830 

Tyr Pro Gin Pro Gin Pro Tyr Gin Pro Ala Gin Pro Tyr Pro Phe Gly 

835 840 845 

Thr Gly Gly Ser Ala Met Tyr Arg Pro Gin Gin Pro Val Ala Pro Pro 

850 855 - 860 

Thr Ser Asn Ala Tyr Pro Asn Thr Pro Tyr He Ser Ser Ala Ser Ser 
865 870 875 880 

Tyr Thr Gly Gin Ser Gin Leu Tyr Ala Ala Gin His Gin Ala Ser Ser 
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20 25 30 

Leu Asp Ala Thr Phe Ser Thr Asn Ala Ser Leu Glu lie Phe Glu Leu 

35 ' 40 45 

Asp Leu Ser Asp Pro Ser Leu Asp Met Lys Ser Cys Ala Thr Phe Ser 

50 55 60 

Ser Ser His Arg Tyr His Lys Leu He Trp Gly Pro Tyr Lys Met Asp 
65 70 75 80 

Ser Lys Gly Asp Val Ser Gly Val Leu He Ala Gly Gly Glu Asn Gly 

85 . 90 " . 95 

Asn He lie Leu Tyr Asp Pro Ser Lys He He Ala Gly Asp Lys Glu 

100 105 HO 

Val Val lie Ala Gin Asn Asp Lys His Thr Gly Pro Val Arg Ala Leu 

115 120 125 

Asp Val Asn He Phe Gin Thr Asn Leu Val Ala Ser Gly Ala Asn Glu 

130 . 135 140 

Ser Glu He Tyr He Trp Asp Leu Asn Asn Phe Ala Thr Pro Met Thr 
145 150 155 160 

Pro Gly Ala Lys Thr Gin Pro Pro Glu Asp He Ser Cys He Ala Trp 

. 165 170 1 1*75 

Asn Arg Gin Val Gin His He Leu Ala Ser Ala Ser Pro Ser Gly Arg 

180 185 190 

Ala Thr Val Trp Asp Leu Arg Glu Asn Glu Pro He He Lys Val Ser 

195 200 205 

Asp His Ser Asn Arg Met His Cys Ser Gly Leu Ala Trp His Pro Asp 

210 215 220 

Val Ala Thr Gin Met Val Leu Ala Ser Glu Asp Asp Arg Leu Pro Val 
225 230 235 240 

He Gin Met Trp Asp Leu Arg Phe Ala Ser Ser Pro Leu Arg Val Leu 

245 250 255 

Glu Asn His Ala Arg Gly He Leu Ala He Ala Trp. Ser Met Ala Asp 

260 265 270 

Pro Glu Leu Leu Leu Ser Cys Gly Lys Asp Ala Lys He Leu Cys Ser 

275 280 285 

Asn Pro Asn Thr Gly Glu Val Leu Tyr Glu Leu Pro Thr Asn Thr Gin 

290 295 300 

Trp Cys Phe Asp He Gin Trp Cys Pro Arg Asn Pro Ala Val Leu Ser 
305 310 315 320 

Ala Ala Ser Phe Asp Gly Arg He Ser Val Tyr Ser He Met Gly Gly 

325 330 335 

Ser Thr Asp Gly Leu Arg Gin Lys Gin Val Asp Lys Leu Ser Ser Ser 
340 345 350 

. Phe Gly Asn Leu Asp Pro Phe Gly Thr Gly Gin Pro Leu Pro Pro Leu 
355 360 365 

Gin He Pro Gin Gin Thr Ala Gin His Ser He Val Leu Pro Leu Lys 

370 375 380 

Lys Pro Pro Lys Trp He Arg Arg Pro Val Gly Ala Ser Phe Ser Phe 
385 390 395 400 

Gly Gly Lys Leu Val Thr Phe Glu Asn Val Arg Met Pro Ser His Gin 

405 410 415 

Gly Ala Glu Gin Gin Gin Gin Gin His His Val Phe He Ser Gin Val 

420 425 430 

Val Thr Glu Lys Glu Phe Leu Ser Arg Ser Asp Gin Leu Gin Gin Ala 

435 440 445 

Val Gin Ser Gin Gly Phe He Asn Tyr Cys Gin Lys Lys He Asp Ala 
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cagcaccagg cctcttcacc tacctccagc cctgctactt ctttccctcc tcccccttcc 
2940 

tctggagcat ccttccagca tggcggacca ggagctccac catcatcttc agcttatgca 
3000 

ctgcctcctg gaacaacagg tacactgcct gctgccagtg agctgcctgc gtcccaaaga 
3060 

acaggtcctc agaatggttg gaatgaccct ccagctttga acagagtacc caaaaagaag 
3120 

aagatgcctg aaaacttcat gcctcctgtt cccatcacat caccaatcat gaacccgttg 
3180 

ggtgaccccc agtcacaaat gctgcagcaa cagccttcag ctccagtacc actgtcaagc 
3240 

cagtcttcat tcccacagcc acatcttcca ggtggccagc ccttccatgg cgtacagcaa 
3300 

cctcttggtc aaacaggcat gccaccatct ttttcaaagc ccaatattga aggtgcccca 
3360 

ggggctccta ttggaaatac cttccagcat gtgcagtctt tgccaacaaa aaaaattacc 
3420 

aagaaaccta ttccagatga gcacctcatt ctaaagacca catttgagga tcttattcag 
3480 

cgctgccttt cttcagcaac agaccctcaa accaagagga agctagatga tgccagcaaa 
3540 

cgtttggagt ttctgtatga taaacttagg gaacagacac tttcaccaac aatcaccagt 
3600 

ggtttacaca acattgcaag gagcattgaa actcgaaact actcagaagg attgaccatg 
3660 

catacccaca tagttagcac cagcaacttc agtgagacct ctgctttcat gccagttctc 
3720 

aaagttgttc tcacccaggc caataagctg ggtgtctaaa aggacagctt ctcttccact 
3780 

caatattgcc atttttccaa agaaacatgt taaaaaaaaa aattataaga catggactag 
3840 < 

tcctcattag catgtttgca tagcaaccag tcaagagcat ttacactatt tctgctgata 
3900 

tactcacctt agaactgctc agaaccctgg tgctttattt ttgttttaat cttttgttgc 
3960 

cagtgatgat tttcctattc tgcaaatagt gtatttcctg gattacacat agtatggttt 
4020 

cctgaagtat tctgataaat gtgttttttt aaaacctcaa tatacttttt agaaaaggag 
4080 

catctggtta tgcataaagc agagctaaaa ctaaatttct ttcatgtcct ccctacttcc 
4140 

tcagtgtcaa tcagattaaa gtgtgtaatc ct 
4172 

<210> 4562 
<211> 1182 
<212> PRT 

<213> Homo sapiens 
<400> 4562 

Met Lys Leu Lys Glu Val Asp Arg Thr Ala Met Gin Ala Trp Ser Pro 

15 10 15. 

Ala Gin Asn His Pro lie Tyr Leu Ala Thr Gly Thr Ser Ala Gin Gin 
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tcatcttttg ggaatcttga tccctttggc acaggacagc cccttcctcc gttacaaatt 
1320 

ccacagcaga ctgctcagca tagtatagtg ctgcctctga agaagccgcc caagtggatt 
1380 

cgaaggcctg ttggtgcttc tttttcattt ggaggcaaac tggttacgtt tgagaatgtc 
1440 

agaatgcctt ctcatcaggg agctgagcag cagcagcagc agcaccatgt gttcattagt 
1500 

caggttgtaa cagaaaagga gttcctcagc cgatcagacc aacttcagca ggctgtgcag 
1560 

tcacaaggat ttatcaatta ttgccaaaaa aaaattgatg cttctcagac tgaatttgag 
1620 

aaaaatgtgt ggtccttttt gaaggtaaac tttgaggatg attctcgtgg aaaatacctt 
1680 

gaacttctag gatacagaaa agaagatcta gaaaagnnac aggacattaa agaggaaaaa 
1740 

gaagaatctg aatttctacc ctcatctgga ggaacattta atatctctgt cagtggggac 
1800 

attgatggtt taattactca ggctttgctg acgggcaatt ttgagagtgc tgttgacctt 
1860 

tgtttacatg ataaccgcat ggccgatgcc attatattgg ccatagcagg tggacaagaa 
1920 

ctcttggctc gaacccagaa aaaatacttc gcaaaatccc aaagcaaaat taccaggctc 
1980 

-atcactgcag tggtgatgaa gaactggaaa gagattgttg .agtcttgtga tcttaaaaat 
2040 

tggagagagg ctttagctgc agtattgact tatgcaaagc cggatgaatt ttcagccctt 
2100 

tgtgatcttt tgggaaccag gcttgaaaat gaaggagata gcctcctgca gactcaagca 
2160 

tgtctctgct atatttgtgc agggaatgta gagaaattag ttgcatgttg gactaaagct 
2220 : 

caagatggaa gccacccttt gtcacttcag gatctgattg agaaagttgt catcctgcga 
2280 

aaagctgtgc aactcactca agccatggac actagtactg taggagttct cttggctgcg 
2340 

aagatgagtc agtatgccaa tttgttggca gctcagggca gtattgctgc agccttggct 
2400 

tttcttcctg acaacaccaa ccagccaaat atcatgcagc ttcgtgacag actttgtaga 
2460 

gcacaaggag agcctgtagc aggacatgaa tcacctaaaa ttccgtacga gaaacagcag 
2520 

ctccccaagg gcaggcctgg accagttgct ggccaccacc agatgccaag agttcaaact 
2580 

caacaatatt atccccatgg agaaaatcct ccacctccgg gtttcataat gcatggaaat 
2640 

gttaatccaa atgctgctgg tcagcttccc acatctccag gtcatatgca cacccaggta 
2700 

ccaccttatc cacagccaca gccttatcaa ccagcccagc cgtatccctt cggaacaggg 
2760 

gggtcagcaa tgtatcgacc tcagcagcct gttgctcctc ctacttcaaa cgcttaccct 
2820 

aacacccctt acatatcttc tgcttcttcc tatactgggc agtctcagct gtacgcagca 
2880 
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85 90 95 

His Leu His Pro His Val Gly Arg Thr Leu Thr Ser Ala Asp Pro Phe 

100 105 110 

Tyr Gin Asn Thr Pro His Ser Ser Arg Cys Val Ala His Ser 
li5 120 125 

<210> 4561 
<211> 4172 
<212> DNA 

<213> Homo sapiens 
<400> 4561 

gcgcgcccct agtcttggtt tcgggcccgg cggaacaacg cctggcatct ggactccagt 
60 

gatcgcgccc gtccgcattc gccgacgtct ccactgctga gcaaaagcca cccgaggctg 
120 

gcgacagtgt cttgccgggg agtagtagcc gggctggtaa ctggagtttg agattaggag 
180 

actttcagac ccttgtgcac aaagagcagg atgaagttaa aggaagtaga tcgtacagcc 
240 

atgcaggcat ggagccctgc ccagaatcac cccatttacc tagcaacagg aacatctgct 
300 

cagcaattgg atgcaacatt tagtacgaat gcttcccttg agatatttga attagacctc 
360 

tctgatccat ccttggatat gaaatcttgt gccacattct cctcttctca caggtaccac 
420 

aagttgattt gggggcctta taaaatggat tccaaaggag atgtctctgg agttctgatt 
480 

gcaggtggtg aaaatggaaa tattattctc tatgatcctt ctaaaattat agctggagac 
540 

aaggaagttg tgattgccca gaatgacaag catactggcc cagtgagagc cttggatgtg 
600 

aacattttcc agactaatct ggtagcttct ggtgctaatg aatctgaaat ctacatatgg 
660 

gatctaaata attttgcaac cccaatgaca ccaggagcca aaadacagcc gccagaagat- 
720 

atcagctgca ttgcatggaa cagacaagtt cagcatattt tagcatcagc cagtcccagt 
780 

ggccgggcca ctgtatggga tcttagagaa aatgagccaa tcatcaaagt cagtgaccat 
840 

agtaacagaa tgcattgttc tgggttggca tggcatcctg atgttgctac tcagatggtc 
900 

cttgcctccg aggatgaccg gttaccagtg atccagatgt gggatcttcg atttgcttcc 
960 

tctccacttc gtgtcctgga aaaccatgcc agggggattt tggcaattgc ttggagcatg 
1020 

gcagatcctg aattgttact gagctgtgga aaagatgcta agattctctg ctccaatcca 
1080 

aacacaggag aggtgttata tgaacttccc accaacacac agtggtgctt cgatattcag 
1140 

tggtgtcccc gaaatcctgc tgtcttatca gctgcttcgt ttgatgggcg tatcagtgtt 
1200 

tattctatca tgggaggaag cacagatggt ttaagacaga aacaagttga caagctttca 
1260 
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<212> DNA 

<213> Homo sapiens 
<400> 4559 

tttttttttt tttttttttt tttttttttt 
60 

aaagtagctg ggcaggggtg ttcccctggg 
120 

gctcctgtcc cctaggattg acaaaccaag 
180 

ggctgctgtg aggtgtgttc tggtagaagg 
240 

ggggatgcag gtgccgcagg ctctccatgg 
300 

gctggctgag ggcgtagcct cctggcatct 
360 

cctggtctag acccttgggg atgttctcaa 
420 

gctgatccct gtcaggatca caggggctcc 
480 

ctgtgggctc ctttttcccc acagtctccc 
540 

tccgatgaag tggctgaaac tgctggtgac 
600 

gcactctggg gttcagaatc ctttcattcc 
660 

ctctggccaa cacaggtagg aactcatctc 
720 

acttggtgac actctggcct gggaggaggg 
780 

ggttggaaga caatggggct ctggtgggac 
840 ' 

ccgatcgatt tcttctgcaa gaaatctggc 
900 

ttgtactccg acgtcatga 
919 

<210> 4560 
<211> 126 
<212> PRT 

<213> Homo sapiens 
<400> 4560 

Met Gin Gin Thr Asn Val Ala Leu 

1 5 
Lys Glu Pro Thr Gly Phe Ser Leu 
20 

Pro Cys Asp Pro Asp Arg Asp Gin 

35 40 
Gly Tyr Phe Glu Asn lie Pro Lys 

50 '55 
Arg Gly Gly He Gin Pro Gin Met 
65 70 
Pro Val Ser Cys Met Glu Ala Thr 



ttttgcttca atgctcttta tttcattagg 
ggatggagtg ggggtacaga cagtagcctg 
ggctcagggc tcagctgtgt gccacgcagc 
ggtcagctga ggtcagggtt cttcccacgt 
ggttgggggt ggcctccatg cagctgaccg 
ggggctggat gccacctcga gtccagcctt 
agtacccttg gttgtaggtg gtcaggtatc ^ 
ggacatacat ggggttgtta aggctgaacc 
ggccaagcag ggcaacgttt gtctgttgca 
tcacgctgct gggttctggg cagggagggg 
ctcggctgaa ggctgtttcc cgcttggagc 
catgtaggtg agtcttgggg aggaagtctg 
cagggtcccc cagggagggc ctgtgagggc 
tgtttggtga agccactccc ctcctttgcg 
tggtctagag ggtccctgag atacttggaa 



Leu 


Gly 


Arg 


Glu 


Thr 


Val 


Gly 


Lys 




10 










15 




Asn 


Asn 


Pro 


Met 


Tyr 


Val 


Arg 


Ser 


25 










30 






Arg 


Tyr 


Leu 


Thr 


Thr 


Tyr 


Asn 


Gin 










45 








Gly 


Leu 


Asp 


Gin 


Glu 


Gly 


Trp 


Thr 








60 










Pro 


Gly 


Gly Tyr 


Ala 


Leu 


Ser 


Gin 






75 










80 


Pro 


Asn 


Pro 


Met 


Glu 


Ser 


Leu 


Arg 
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65 

<210> 4557 

<211> 446 

<212> DNA 

<213> Homo sapiens 

<400> 4557 

nnacgcgtgc acagaaagcg gtgccaggac tctcttggct ctcctcggag ggctgggatg 
60 

gcctgtccct ctcctctcct cacccctgct cccagcaagg ccgtccgttg tgcccaagac 
120 

catctaggac attctcatcc ccctgagacc tcaagggcct tcctgcctcc tccctcagac 
180 

gtgagggtga gatcctgcct ctaccattgg agcgccacag cccacctgcc tcctctgtca 
240 

aaaaaacctc cttgtaccat ctctcacttg agacctctgc taggcctgcc tcctccatct 
300 

gacctccaca tcccatcagc agccaccctg ggcccctgca tgcactggcc tcctccctca 
360 

gacgctcctt gcaccatatc acttgcatta gacgctctcc taggcctgcc tcccccctca 
420 

gaccaccaca tcacatctac acgcgt 
446 

<210> 4558 
<211> 148 
<212> PRT 

<213> Homo sapiens 
<400> 4558 

Xaa Arg Val His Arg Lys Arg Cys Gin Asp Ser Leu Gly Ser Pro Arg 

1 5 10 15 

Arg Ala Gly Met Ala Cys Pro Ser Pro Leu Leu Thr Pro Ala Pro Ser 

20 25 30 

Lys Ala Val Arg Cys Ala Gin Asp His Leu Gly His Ser His Pro Pro 

35 40 45 

Glu Thr Ser Arg Ala Phe Leu Pro Pro Pro Ser Asp Val Arg Val Arg 

50 55 60 

Ser Cys Leu Tyr His Trp Ser Ala Thr Ala His Leu Pro Pro Leu Ser 
65 70 75 80 

Lys Lys Pro Pro Cys Thr He Ser His Leu Arg Pro Leu Leu Gly Leu 

85 90 95 

Pro Pro Pro Ser Asp Leu His He Pro Ser Ala Ala Thr Leu Gly Pro 

100 105 HO 

Cys Met His Trp Pro Pro Pro Ser Asp Ala Pro Cys Thr He Ser Leu 

115 120 125 

Ala Leu Asp Ala Leu Leu Gly Leu Pro Pro Pro Ser Asp His His He 

130 135 140 

Thr Ser Thr Arg 
145 

<210> 4559 
<211> 919 
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nagtgggaat tagatcctct gggaaccctg gagcttggtg agagtgacgc tgccatgggg 
60 

ttgggtccct gaggccttcc tcggagcatt gggtgccagg ggctgcccag gcttcctgag 
120 

tggcccacct gggtgggagg ctgccaccgc ggcctgatca tgccctctgt gcccacacag 
180 

gtctctgagc ggcccctgat gttcctgttg gacactcctg gcgtgctggc tcctcggatt 
240 

gaaagtgtgg agacaggcct gaagctggcc ctgtgtggaa cggtgctgga ccacctggtc 
300 

ggggaggaga ccatggctga ctacctgctg tacaccctca acaaacacca gcgctttggg 
360 

tgagtgcagc actacggcct gggcagtgcc tgtgacaacg tagagcgcgt gctgaagagt 
420 

gtggctgtga agctggggaa gacgcagaag gtgaaggtgc tcacgggcac gggtaacgtg 
480 

aacgttattc agcctaacta tcctgcggca gcccgtgact tcctgcagac tttccgccgt 
540 

gggctgctgg gttccgtgat gctggacctc gacgtcctgc ggggccaccc cccggctgag 
600 

actttgccct gaacttgtcc gggtagggag ggccggaggc atgtgg.cctc ccagacctcc 
660 

tgacctgggt ggttgaggct caagacagct cacccggtcc agaagctcca tgctggtcac 
720 

tagggtgctg tgctctctgg cgccccacag cctggccagc tccagggacc ccagttgcag 
780 

ggcccaagca ggtgggagtg gacaccaggc ttcccagtgg acgtccctga gcagctccgc 
840 

atgcttggtt ctcccggagc ttcctgctca ggcctcttga gaaatggatg ctgtctcaga 
900 

aggagttaaa" gctataacct gtaaccttta aaatctccag ttaaagggcc tgtttcttac 
960 ; 

tggcctgtga ggtgcaccgt agtgccttgg gcctgtgtgt taaagctgct ctcaccagtg 
1020 

gaacctaaga aatgagcagg ttggcagcta gggtttgtgt tggaggcttt cggtccagtg 
1080 

tcttgcagtc ctacaacaag tgagagcttg ctgccaaaaa aaaaaaaa 
1128 

<210> 4556 
<211> 67 
<212> PRT 

-<213> Homo sapiens 
<400> 4556 

Met Pro Ser Val Pro Thr Gin Val Ser Glu Arg Pro Leu Met Phe Leu 

1 5 10 15 

Leu Asp Thr Pro Gly Val Leu Ala Pro Arg He Glu- Ser Val Glu Thr 

20 25 30 

Gly Leu Lys Leu Ala Leu Cys Gly Thr Val Leu Asp His Leu Val Gly 

35 40 45 

Glu Glu Thr Met Ala Asp Tyr Leu Leu Tyr Thr Leu Asn Lys His Gin 

50 55 60 

Arg Phe Gly 
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340 345 350 

Ser Leu Pro Asn Leu Lys Glu lie Ser lie His Ser Asn Pro lie Arg 

355 360 365 

Cys Asp Cys Val lie Arg Trp Met Asn Met Asn Lys Thr Asn lie Arg 

370 375 380 

.Phe Met Glu Pro Asp Ser Leu Phe Cys Val Asp Pro Pro Glu Phe Gin 
385 390 395 ' 400 

Gly Gin Asn Val Arg Gin Val His Phe Arg Asp Met Met Glu lie Cys. 

405 410 415 

Leu Pro Leu lie Ala Pro Glu Ser Phe Pro Ser Asn Leu Asn Val Glu 

420 425 430 

Ala Gly. Ser Tyr Val Ser Phe His Cys Arg Ala Thr Ala Glu Pro Gin 

435 ' 440 .445 

Pro Glu lie Tyr Trp lie Thr Pro Ser Gly Gin Lys . Leu Leu Pro Asn 

450 .455 460 

Thr Leu Thr Asp Lys Phe Tyr Val His Ser Glu Gly Thr Leu Asp lie 
465 ' 470 475 480 

Asn Gly Val Thr Pro Lys Glu Gly Gly Leu Tyr Thr Cys lie Ala Thr 

485 490 495 

Asn Leu Val. Gly Ala Asp Leu Lys Ser Val Met lie Lys Val Asp Gly 

500 505 510 

Ser Phe Pro Gin Asp Asn Asn Gly Ser Leu Asn He Lys He Arg Asp 

515 520 * 525 

He Gin Ala Asn Ser Val Leu Val Ser Trp Lys Ala Ser Ser Lys He 

530 535 540 

Leu Lys Ser Ser Val Lys Trp Thr Ala Phe Val Lys Thr Glu Asn Ser 
545 550 555 560 

His Ala Ala Gin Ser Ala Arg He Pro Ser Asp Val Lys Val Tyr Asn 

565 570 575 

Leu Thr His Leu Asn Pro Ser Thr Glu Tyr Lys He Cys He Asp He 

580 585 590 

Pro Thr He Tyr Gin Lys Asn Arg Lys Lys Cys Val Asn Val Thr Thr 

595 600 605 

Lys Gly Leu His Pro Asp Gin Lys Glu Tyr Glu Lys Asn Asn Thr Thr 

610 615 620 

Thr Leu Met Ala Cys Leu Gly Gly Leu Leu Gly He He Gly Val He 
625 630 635 640 

Cys Leu He Ser Cys Leu Ser Pro Glu Met Asn Cys Asp Gly Gly His 

645 650 655 

Ser Tyr Val Arg Asn Tyr Leu Gin Lys Pro Thr Phe Ala Leu Gly Glu 

660 665 670 

Leu Tyr Pro Pro Leu He Asn Leu Trp Glu Ala Gly Lys Glu Lys Ser 

675 680 685 

Thr Ser Leu Lys Val Lys Ala Thr Val He Gly Leu Pro Thr Asn Met 
690 695 700 

Ser 
705 

<210> 4555 

<211> 1128 

<212> DNA 

<213> Homo sapiens 

<400> 4555 
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gtggacctct tttataagga aaaatacatt ttggattaaa atcaattgct tctgtcttgt 
2940 

tttgtttcta aataaagaat aatttctggg 
2970 

<210> 4554 
<211> 705 
<212> PRT 

<213> Homo sapiens 
<400> 4554 

Met Pro Leu Arg He His Val Leu Leu Gly Leu Ala He Thr Thr Leu 

! 5 10 15 

val Gin Ala Val Asp Lys Lys Val Asp Cys Pro Arg Leu Cys Thr Cys 

20 25 30 

Glu He Arg Pro Trp Phe Thr Pro Arg Ser He Tyr Met Glu Ala Ser 

35 40 45 

Thr Val Asp Cys Asn Asp Leu Gly Leu Leu Thr Phe Pro Ala Arg Leu 

50 55 60 

Pro Ala Asn Thr Gin He Leu Leu Leu Gin Thr Asn Asn He Ala Lys 
65 70 75 80 

He Glu Tyr Ser Thr Asp Phe Pro Val Asn Leu Thr Gly Leu Asp Leu 

85 90 95 

Ser Gin Asn Asn Leu Ser Ser Val Thr Asn He Asn Val Lys Lys Met 

100 105 HO 

Pro Gin Leu Leu Ser Val Tyr Leu Glu Glu Asn Lys Leu Thr Glu Leu 

115 120 125 

Pro Glu Lys Cys Leu Ser Glu Leu Ser Asn Leu Gin Glu Leu Tyr He 

130 135 140 

Asn His Asn Leu Leu Ser Thr He Ser Pro Gly Ala Phe He Gly Leu 
145 ' ; 150 155 160 

His Asn Leu Leu Arg Leu His Leu Asn Ser Asn Arg Leu Gin Met lie 

165 170 , 175 

Asn Ser Lys Trp Phe Asp Ala Leu Pro Asn Leu Glu He Leu Met He 

180 185 190 

Gly Glu Asn Pro He He Arg He Lys Asp Met Asn Phe Lys Pro Leu 

195 200 205 

He Asn Leu Arg Ser Leu Val He Ala Gly He Asn Leu Thr Glu He 

210 215 220 

Pro Asp Asn Ala Leu Val Gly Leu Glu Asn Leu Glu Ser He Ser Phe 
225 230 235 240 

Tyr Asp Asn Arg Leu He Lys Val Pro His Val Ala Leu Gin Lys Val 

245 250 255 

Val Asn Leu Lys Phe Leu Asp Leu Asn Lys Asn Pro He Asn Arg He 

260 265 270 

Arg Arg Gly Asp Phe Ser Asn Met Leu His Leu Lys Glu Leu Gly He 

275 280- 285 

Asn Asn Met Pro Glu Leu He Ser lie Asp Ser Leu Ala Val Asp Asn 

290 295 300 

Leu Pro Asp Leu Arg Lys He Glu Ala Thr Asn Asn Pro Arg Leu Ser 
305 310 315 320 

Tyr He His Pro Asn Ala Phe Phe Arg Leu Pro Lys Leu Glu Ser Leu 

325 330 335 

Met Leu Asn Ser Asn Ala Leu Ser Ala Leu Tyr His Gly Thr He Glu 
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tacattcacc ccaatgcatt tttcagactc 
1320 

aatgctctca gtgccctgta ccatggtacc 
1380 

agcatacaca gtaaccccat caggtgtgac 
1440 

accaacattc gattcatgga gccagattca 
1500 

ggtcagaatg ttcggcaagt gcatttcagg 
1560 

gctcctgaga gctttccttc taatctaaat 
1620 

tgtagagcta ctgcagaacc acagcctgaa 
1680 

ctcttgccta ataccctgac agacaagttc 
1740 

aatggcgtaa ctcccaaaga agggggttta 
1800 

gctgacttga agtctgttat gatcaaagtg 
1860 

tctttgaata ttaaaataag agatattcag 
1920 

agttctaaaa ttctcaaatc tagtgttaaa 
1980 

catgctgcgc aaagtgctcg aataccatct 
2040 

aatccatcaa ctgagtataa aatttgtatt 
2100 

aaaaaatgtg taaatgtcac caccaaaggt 
2160 

aataatacca caacacttat ggcctgtctt 
2220 

tgtcttatca gctgcctctc tccagaaatg 
2280 

aattacttac agaaaccaac ctttgcatta 
2340 

tgggaagcag gaaaagaaaa aagtacatca 
2400 

ccaacaaata tgtcctaaaa accaccaagg 
2460 

aaaagcgaaa gactgcagtt gtgctaaaaa 
2520 

taaaaaaaga ttactttcga gagagaagtt 
2580 

ggaaatatgt acaacttcag cattttaagt 
2640 

aataaaataa ctccattttc taaaactttc 
2700 

agtggacaaa aacatttctg tatttttttt 
2760 

acctcctcct gtgttgtatt acacatatta 
2820 

ttgaattgac acgtggtgta ataaaatgga 
2880 



cccaagctgg aatcactcat gctgaacagc 
attgagtctc tgccaaacct caaggaaatc 
tgtgtcatcc gttggatgaa ca.tgaacaaa 
ctgttttgcg tggacccacc tgaattccaa 
gacatgatgg aaatttgtct ccctcttata 
gtagaagctg ggagctatgt ttcctttcac 
atctactgga taacaccttc tggtcaaaaa 
tatgtccatt ctgagggaac actagatata 
tatacttgta tagcaactaa cctagttggc 
gatggatctt ttccacaaga taacaatggc 
gccaattcag ttttggtgtc ctggaaagca 
tggacagcct ttgtcaagac tgaaaattct 
gatgtcaagg tatataatct tactcatctg 
gatattccca ccatctatca gaaaaacaga 
ttgcaccctg atcaaaaaga gtatgaaaag 
ggaggccttc tggggattat tggtgtgata 
aactgtgatg gtggacacag ctatgtgagg 
ggtgagcttt atcctcctct gataaatctc 
ctgaaagtaa aagcaactgt tataggttta 
aaacctactc caaaaatgaa caaaaaaaaa 
caaaacaaaa caaacaaaca aacaaaaaag 
taagcttcac caatgctgct cctgaccaat 
aactggcttc aaggggtact gtggcaacca 
atgtaacttt tatgtctgga ctacagttca 
aagtaaataa gagtagttga actgagcaat 
gccacgagtt tttgcagtga ccagataaac 
caaattctgt agagtagaca cagtgagtat 
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65 70 75 80 

Pro Ala Lys Gin Ser Leu Cys Gly Val Pro His Ala Ala Glu Val Ser 
85 90 95 

Val Arg Cys Trp 
100 

<210> 4553. 

<211> 2970 

<212> DNA 

<213> Homo sapiens 

<400> 4553 

gaattactca atctcctatg accatctata catactccac cttcaaaaag tacatcaata 
60 

ttatatcatt aaggaaatag taaccttctc ttctccaata tgcatgacat ttttggacaa 
120 

tgcaattgtg gcactggcac ttatttcagt gaagaaaaac tttgtggttc tatggcattc 
180 

atcatttgac aaatgcaagc atcttcctta tcaatcagct cctattgaac ttactagcac 
240 

tgactgtgga atccttaagg, gcccattaca tttctgaaga agaaagctaa gatgaaggac 
300 

atgccactcc gaattcatgt gctacttggc ctagctatca ctacactagt acaagctgta 
360 

gataaaaaag tggattgtcc acggttatgt acgtgtgaaa tcaggccttg gtttacaccc 
420 

agatccattt atatggaagc atctacagtg gattgtaatg atttaggtct tttaactttc 
480 

ccagccagat tgccagctaa cacacagatt cttctcctac agactaacaa tattgcaaaa 

540 ■ . ■ 

attgaatact ccacagactt tccagtaaac cttactggcc tggatttatc tcaaaacaat 
600 

ttatcttcag tcaccaatat taatgtaaaa aagatgcctc agctcctttc tgtgtaccta 
660 

gaggaaaaca aacttactga actgcctgaa aaatgtctgt ccgaactgag caacttacaa 
720 

gaactctata ttaatcacaa cttgctttct acaatttcac ctggagcctt tattggccta 
780 

cataatcttc ttcgacttca tctcaattca aatagattgc agatgatcaa cagtaagtgg 
840 

tttgatgctc ttccaaatct agagattctg atgattgggg aaaatccaat tatcagaatc 
900 

aaagacatga actttaagcc tcttatcaat cttcgcagcc tggttatagc tggtataaac 
960 

ctcacagaaa taccagataa cgccttggtt ggactggaaa acttagaaag catctctttt 
1020 

tacgataaca ggcttattaa agtaccccat gttgctcttc aaaaagttgt aaatctcaaa 
1080 

tttttggatc taaataaaaa tcctattaat agaatacgaa ggggtgattt tagcaatatg 
1140 

ctacacttaa aagagttggg gataaataat atgcctgagc tgatttccat cgatagtctt 
1200 

gctgtggata acctgccaga tttaagaaaa atagaagcta ctaacaaccc tagattgtct 
1260 
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770 . 775 

Gly Gin Asp Val Ser Ala Glu Gin 
785 790 
Val Val Gly Gin Lys Asp Glu Leu 
805 

Ala lie Ala His Gly Val Thr Thr 
820 

Leu Trp lie Ser Arg Asp Thr Ala 
835 840 
Gin Ser Phe Ala Val Val Val Ala 

850 .855 
Met Glu Vai lie Leu lie lie Lys 
865 870 
Thr He Leu Leu Ser Leu Gly Phe 
885 

Gin Ser Phe Trp Leu Phe Arg Met 
900 



780 

Ser Leu Glu Lys Pro Glu Leu Tyr 
795 800 
Phe Asn Tyr Trp Val Phe Val Gin 

810 815 
Ser Leu Val Asn Phe Phe Met Thr 
825 830 
Gly Pro Ala Ser Phe Ser Asp His 
845 

Leu Ser Cys Leu Leu Ser He Thr 
860 

Tyr Trp Thr Ala Leu Cys Val Ala 
875 880 
Tyr Ala He Met Thr Thr Thr Thr 

890 895 
Pro Thr Ser Ala 
905 



<210> 4551 
<211> 361 
<212> DNA 

<213> Homo sapiens 
<400> 4551 

gcgcgccgac ccccacggtc gggtctgaca ggtttccccg gggtgcggtt gcctggggcc 
60 

atggagggac catcggtcag ggtgaggaca ggaggaaggg ggtctagggc ccttcaggga 
120 

caggcagggg tggctttgcc tgtctcagag caggcctcag cagcacactg tccagtacca 
180 

ggcatcagtg agggtccaag aacttgcagc cagcagggac gacagggcag ggcccccagg 
240 ! 

agagacccca cacagcgcac atgggagagt ggatgccaaa ggtgggcagc ggggagggcg 
300 

cctgccaaac agtccctgtg tggtgtgccg cacgctgctg aggtctctgt gcggtgttgg 

360 

C 

361 

<210> 4552 
<211> 100- 
<212> PRT 

<213> Homo sapiens 
<400> 4552 

Met Glu Gly Pro Ser Val Arg Val Arg Thr Gly Gly Arg Gly Ser Arg 

15 10 15 

Ala Leu Gin Gly Gin Ala Gly Val Ala Leu Pro Val Ser Glu Gin Ala 

20 25 30 

Ser Ala Ala His Cys Pro Val Pro Gly He Ser Glu Gly Pro Arg Thr 

35 40 45 

Cys Ser Gin Gin Gly Arg Gin Gly Arg Ala Pro Arg Arg Asp Pro Thr 

50 55 60 

Gin Arg Thr Trp Glu Ser Gly Cys Gin Arg Trp Ala Ala Gly Arg Ala 
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340 345 350 

Val Thr Ala Ala Arg Asn Phe Gly Tyr Val Phe Leu Ser Arg Thr Gin 

355 360 365 

Asp Thr Val Thr He Met Glu Leu Gly Glu Glu Arg Val Tyr Gin Val 

' 370 375 380 

Leu Ala He Met Asp Phe Asn Ser Thr Arg Lys Arg Met. Ser Val Leu 
385 390 395 400 

Val Arg Lys Pro Glu Gly Ala He Cys Leu Tyr Thr Lys Gly Ala Asp 

405 410 415 

Thr Val He Phe Glu Arg Leu His Arg Arg Gly Ala Met Glu Phe Ala 

420 ■ 425 430 

Thr Glu Glu Ala Leu Ala Ala Phe Ala Gin Glu Thr Leu Arg Thr Leu 

435 440 445 

Cys Leu Ala Tyr Arg Glu Val Ala Glu Asp He Tyr Glu Asp Trp Gin 

450 455 460 

Gin Arg His Gin Glu Ala Ser Leu Leu Leu Gin Asn Arg Ala Gin Ala 
465 470 475 480 

Leu Gin Gin Val Tyr Asn Glu Met Glu Gin Asp Leu Arg Leu Leu Gly 

485 490 495 

Ala Thr Ala He Glu Asp Arg Leu Gin Asp Gly Val Pro Glu Thr He 

500 505 510 

Lys Cys Leu Lys Lys Ser Asn He Lys He Trp Val Leu Thr Gly Asp- 

515 520 525 

Lys Gin Glu Thr Ala Val Asn He Gly Phe Ala Cys Glu Leu Leu Ser 

530 535 540 

Glu Asn Met Leu He Leu Glu Glu Lys Glu lie Ser Arg He Leu Glu 
545 550 555 560 

Thr Tyr Trp Glu Asn Ser Asn Asn Leu Leu Thr Arg Glu Ser Leu Ser 

565 570 575 

Gin Val Lys Leu Ala Leu Val- He Asn Gly Asp Phe Leu Asp Lys Leu 

580 . 585 590 

Leu Val Ser Leu Arg Lys Glu Pro Arg Ala Leu Ala Gin Asn Val Asn 

595 600 605 

Met Asp Glu Ala Trp Gin Glu Leu Gly Gin Ser Arg Arg. Asp Phe Leu 

610 615 620 

Tyr Ala Arg Arg Leu Ser Leu Leu Cys Arg Arg Phe Gly Leu Pro Leu 
625 630 635 640 

Ala Ala Pro Pro Ala Gin Asp Ser Arg Ala Arg Arg Ser Ser Glu Val 

645 r ' 650 655 

Leu Gin Glu Arg Ala Phe Val Asp Leu Ala Ser Lys Cys Gin Ala Val 

660 665 670 

He Cys Cys Arg Val Thr Pro Lys Gin Lys Ala Leu He Val Ala Leu 

675 680 685 

Val Lys Lys Tyr His Gin Val Val Thr Leu Ala He Gly Asp Gly Ala 

690 695 700 

Asn Asp He Asn Met He Lys Thr Ala Asp Val Gly Val Gly Leu Ala 
705 710 715 720 

Gly Gin Glu Gly Met Gin Ala Val Gin Asn Ser Asp Phe Val Leu Gly 

725 730 735 

Gin Phe Cys Phe Leu Gin Arg Leu Leu Leu Val His Gly Arg Trp Ser 

" 740 745 750 

Tyr Val Arg He Cys Lys Phe Leu Arg Tyr Phe Phe Tyr Lys Ser Met 

755 760 765 

Ala Ser Met Met Val Gin Val Trp Phe Ala Cys Tyr Asn Gly Phe Thr 
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aggagctacg tgccaaggtg aggtgggcct gggcctgggg tcctcatctg gtacattcca 
2880 

ggaccctggt tggggagccg tgcagggcgt agggactgca aggtgtc 
2927 

<210> 4550 
<211> 908 
<212> PRT 

<213> Homo sapiens 



<400> 4550 



Asp 


Leu 


Cvs 


Val 


Gly Asp 


Val 


Val 


Cys 


Leu 


Arcr 


Lys 


Asp 


Asn 


He 


Val 


1 








5 










10 










15 




Pro 


Ala 


Asp 


Met 


Leu 


Leu 


Leu 


Ala 


Ser 


Thr 


Glu 


Pro 


Ser 


Ser 


Leu 


Cys 








20 










25 










30 






Tvr 
j 


Val 


Glu 


Thr 


Val 


Asp 


He 


Asp 


Gly 


Glu 


Thr 


Asn 


Leu 


Lys 


Phe 


Arq 






35 










40 










45 








Gin 


Ala 


Leu 


Met 


val 


Thr 


His 


Lys 


Glu 


Leu 


Ala 


Thr 


He 


Lys 

2 


Lys 

2 


Met 




50 










55 










60 










Ala 


Ser 


Phe 


Gin 


Gly Thr 


Val 


Thr 


Cys 


Glu 


Ala 


Pro 


Asn 


Ser 


Arq 


Met 


65 










70 










75 










80 


His 


His 


Phe 


Val 


Gly Cys 


Leu 


Glu 


Trp 


Asn 


Asp 


Lys 


Lys 


Tyr 

2 


Ser 


Leu 










85 










90 










95 




Asd 


He 


Gly 


Asn 


Leu 


Leu 


Leu 


Arg Gly 


Cys 

2 


Arg 


lie 


Arg 


Asn 


Thr 


Asp 








100 










105 










110 






Thr 


Cys 


Tyr 


Gly 


Leu 


Val 


He 


Tyr 


Ala 


Asp 


Gly 


Tyr 


Met 


Phe 


Val 


Gly 






115 










120 










125 








Phe 


Asp 


Thr 


Lys 


He 


Met 


Lys 


Asn 


Cys 


Gly 


Lys 


He 


His 


Leu 


Lys 


Arg 
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Asp 


Leu 


Leu 


Met 


Asn 


Lys 


Leu 


Val 


Val 


Val 


He 


Phe 


lie 


145 
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Ser 


Val 


Val 


Leu 


Val 


Cys 


Leu 


Val 


Leu 


Ala 


Phe 


Gly 


Phe 


Gly 


Phe 


Ser 
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175 




Val 
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Glu 


Phe 


Lys 


Asp 


His 


His 


Tyr 


Tyr 


Leu 


Ser 


Gly 


Val 


His 


Gly 
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185 
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Ser 


Ser 


Val 


Ala 


Ala 


Glu 


Ser 


Phe 


Phe 


Val 


Phe 


Trp 


Ser 


Phe 


Leu 


lie 
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200 










205 








Leu 


Leu 


Ser 


Val 


Thr 


He 


Pro 


Met 


Ser 


Met 


Phe 


He 


Leu 


Ser 


Glu 


Phe 




210 










215 










220 










He 


Tyr 


Leu 


Gly 


Asn 


Ser 


Val 


Phe 


He 


Asp 


Trp 


Asp 


Val 


Gin 


Met 


Tyr 


225 










230 










235 










240 


Tyr 


Lys 


Pro 


Gin 


Asp 


Val 


Pro 


Ala 


Lys 


Ala 


Arg 


Ser 


Thr 


Ser 


Leu 


Asn 










245 










250 










255 




Asp 


His 


Leu 


Gly 


Gin 


Val 


Glu 


Tyr 


He 


Phe 


Ser 


Asp 


Lys 


Thr 


Gly 


Thr 








260 










265 










270 






Leu 


Thr 


Gin 


Asn 


He 


Leu 


Thr 


Phe 


Asn 


Lys 


Cys 


Cys 


He 


Ser 


Gly 


Arg 






275 










280 










285 








Val 


Tyr 


Gly 


Glu 


Pro 


Leu 


Pro 


Leu 


Glu 


Gin 


Val 


Arg 


Arg 


Arg 


Glu 


Ala 




2 90 










295 










300 










Ala 


Leu 


Pro 


Gin 


Cys 


Gly Pro 


Ala 


Ala 


Pro 


Arg 


Ala 


Asp 


Gin 


Arg 


Gly 


305 










310 










315 










320 


Arg 


Gly 


Arg 


Ala 


Gly Val 


Leu 


Ala 


Pro 


Ala 


Gly 


His 


Leu 


Pro 


His 


Gly 










325 










330 










335 




Asp 


Asp 


Gin 


Leu 


Leu 


Tyr 


Gin 


Ala 


Ala 


Ser 


Pro 


Asp 


Glu Gly 


Ala 


Leu 
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gttcgaaagc cagagggcgc catctgcctg 
1260. 

gaacgcttgc acaggagggg ggcaatggaa 
1320 

gcccaggaga ccctgcggac actgtgcctg 
1380 

gaggactggc agcagcgcca ccaggaggcc 
1440 

ctgcaacagg tgtacaacga gatggagcag 
1500 

gaggacagac tccaggacgg' tgtccctgaa 
1560 

aaaatatggg tgctcaccgg ggacaagcag 
1620 

gagctgctgt cagagaatat gctcattctg 
1680 

acctactggg aaaacagtaa caaccttcta 
1740 

gccttggtca ttaacggaga cttcctggac 
1800 

cgcgccctgg cgcagaacgt gaacatggac 
1860 

agggatttcc tctacgccag gcgcctgtcc 
1920 

gctgcaccgc cagcccagga ctccagagcc 
1980 

gccttcgtgg acctggcgtc caagtgccag 
2040 

cagaaggccc tgatcgtggc cctggtcaag 
2100 

ggggacggtg ccaacgacat caacatgatc 
2160 

ggccaggagg gcatgcaggc agttcagaac 
2220 

ctgcagcgcc tcctgctggt gcacggccgc 
2280 

cgctacttct tctacaagag catggccagc 
2340 

aacggcttca ccggccagga cgtgagcgca 
, 2400 

gtggtggggc agaaggacga gctcttcaac 
2460. 

ggtgtgacca cctctctggt caacttcttc 
2520 

ggacccgcca gcttcagcga ccaccagtcc 
2580 

ctgtccatca ccatggaggt cattcttatc 
2640 

accatcctcc tcagccttgg tttctacgcc 
2700 

ctcttcagaa tgccgacctc agcgtgatgt 
2760 

tgagtgtgtc cataaacacc ttccctgtcc 
2820 



tacaccaagg 


gcgccgacac 


ggtcatcttc 


tttgccacag 


aggaggcctt 


ggctgccttt 


gcctacaggg 


aggtggctga 


ggacatttac 


agcctcctgc 


tgcagaaccg 


ggcacaggcc 


gacctcaggc 


tgctgggagc 


cacagccatc 


accatcaaat 


gtctcaagaa 


gagcaacatc 


gaaacggctg 


tgaacatcgg 


cttcgcctgc 


gaggagaagg 


agattagccg 


catcctggag 


accagggagt 


ccctgtcgca 


ggtcaagctg 


aaactgctgg 


tgtccctgcg 


gaaggagccg 


gaggcgtggc 


aggagctcgg 


ccagtccagg 


ctgctgtgcc 


ggaggttcgg gctcccgctg 


cgccgtagct 


ccgaggtgct 


gcaggagcgc 


gcggtcatct 


gctgccgcgt 


gacgcccaag 


aagtaccacc 


aggtggtgac 


cctggccatc 


aagaccgcgg 


acgtgggcgt 


ggggctggcg 


agcgacttcg 


tgctcggcca 


gttctgcttc 


tggtcctacg 


tgcggatctg 


caagttcctg 


atgatggtgc 


aggtctggtt 


tgcctgctac 


gagcagagcc 


tggagaagcc 


ggagctgtac 




tcgtccaagc 


catcgcccat 


atgacactgt 


ggatcagccg 


cgacacggcg 


tttgcggtcg 


tggtggccct 


gtcttgcctg 


atcaagtact 


ggaccgccct gtgcgtggcg 


atcatgacta 


ccaccaccca gagcttctgg 


cctctccctc 


catcctgctg gtggtcctgc 


tggccctccg 


agtcatcttc 


ccagccctca 
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465 470 475 480 

Pro Ser Gly Gly Ser Ser Lys Lys Pro Ala Thr Ser Ala Arg Lys Glu 

485 ' 490 495 

Val Lys Leu Pro Gly Lys Gly Lys Ser Thr Met Lys Lys Ser Phe Arg 
500 505 510 

val Lys Lys 
515 

<210> 4549 

<211> 2927 

<212> DNA 

<213> Homo sapiens 

<400> 4549 

gatctgtgcg tgggggatgt ggtctgtctc cgcaaggaca acatcgtccc agccgacatg 
60 

ctcttgctgg ccagcacgga gcccagcagc ctgtgctatg tggagacggt ggacattgac 
120 

ggggagacca acttgaagtt. cagacaggcc ctgatggtca cccacaaaga actggccact 
180 

ataaagaaga tggcgtcctt tcaaggcaca gtgacgtgtg aggcgcctaa cagtcggatg 
240 

caccacttcg tggggtgcct ggaatggaat gacaagaaat actccctgga cattggcaac 
300 

ctcctcctcc gaggctgcag gattcgcaac acagacacct gctatggact ggtcatttat 
360 

gctgatggat acatgtttgt aggttttgac acaaaaatta tgaagaactg tggcaagatc 
420 

catttgaaga gaaccaagct ggacctcctg atgaacaagc tggtggttgt gatcttcatc 
480 

tccgtggtgc ttgtctgcct ggtgttggcc ttcggcttcg gtttctcagt caaagaattc 
i 540 

aaagaccacc actactacct ctcgggggtg catgggagca gcgtggccgc agagtccttc 
600 

ttcgtcttct ggagcttcct catcctgctc agcgtcacca tcccgatgtc catgttcatc 
660 ' , 

ctgtccgagt tcatctacct ggggaacagc gtcttcatcg actgggacgt gcagatgtac 
720 

tacaagccgc aggacgtgcc tgccaaggcc cgcagcacca gcctcaacga ccacctgggc 
780 

caggtggaat acatcttctc ggacaagacg ggcacgctca cgcagaacat cttgaccttc 
840 

aacaagtgct gcatcagcgg ccgcgtctat ggagaacccc tacctctgga acaagttcgc 
900 

cgacgggaag ctgctcttcc acaatgcggc cctgctgcac ctcgtgcgga ccaacgggga 
960 

cgaggccgtg cgggagttct ggcgcctgct ggccatctgc cacacggtga tgaccagctg 
1020 

ttgtaccagg cggcctcccc cgacgagggg gcgctggtca ccgcagcccg gaacttcggc 
1080 

tacgtgttcc tgtcccgcac ccaggacacc gtcacgatca tggagctggg ggaggaacgg 
1140 

gtctaccagg tcctggccat aatggacttc aacagcacgc gcaaacggat gtcggtgctg 
1200 
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Glu 
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Glu 
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Val 
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He 
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Ser 


Trp Ala 
95 


Thr 
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Ser 


Ala 


Ser 
t nn 


Gin 


Leu 


Ala 


Arg 


Ala 
105 


Gin 


Lys 


Gin 


Thr 


Pro Met 
110 


Ala 


Ser 


Ser 


Pro 

JLXb 


Arg 


Pro 


Lys 


Met 


Asp 
120 


Ala 


He 


Leu 


Thr 


Glu 
125 


Ala He 


Lvs 


TV "1 - 

A. J. a 


Cys 

liU 




Gin 


ys 


Ser 


Gly 
135 


Ala 


Ser 


Val 


Val 


Ala 
140 


He 


Arg Lys 


Tvr 


He 


He 


His 


Lys 


Tyr 


Pro 


Ser 


Leu 


Glu 


Leu Glu Arg Arg Gly Tyr 


Leu 


14 5 










150 










155 








160 


Leu 


Lys 


Gin 


Ala 


Leu 


Lys 


Arg 


Glu 


Leu 


Asn Arg Gly Val 


He Lys 


Gin 










ICC 










170 








175 
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Leu 


HIS 


Asn 


Val 


Lys 


Gly 


Lys Gly 


Ala 


Ser Gly Ser 


Phe Val 


Val 








loU 










185 










190 
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Pin 


Lys 
195 


Ser 


Arg 


Lys 
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Pro 
200 


Gin 


Lys 


Ser 


Arg 


Asn 
205 


Arg Lys 


Asn 


Arg 


Ser 


Ser 


Ala 
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Asp 


Pro 


Glu 


Pro 


Gin 


Val 


Lys 


Leu Glu Asp 


Val 




210 










215 










220 








Leu 


Pro 


Leu 


Ala 


Phe 


Thr Arg 


Leu Cys 


Glu 


Pro 


Lys 


Glu 


Ala Ser 


Tyr 


225 










230 
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4& 1 \J 


Ser 


Leu 


ii.e 


Arg 
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Ser 
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Val 
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± j.e 
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260 
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Lys 
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265 


Ala 
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Gin 


Arg 


Ala Val 
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Glu 


Arg 


Gly 


Gin 


Leu. 


Glu 
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He 


Thr Gly 


Lys 


Gly Ala 


Ser 


Gly Thr 
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"1 1 C 
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Pin 
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Gly Glu 
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Pro 
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Met 




o o n 
2 9 0 
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211 J3 
M.J.CI 


He 
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He 
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Pro Lys 
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■3 n c 
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320 


Cys 


ser 


Thr 


Thr 


Ala 
325 


Leu 


Lys 


Lys 


Tyr 


Val 
330 
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Glu 


Asn 


His Pro 
335 


Gly 


Thr 


Asn 
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Asn Tyr 
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Met- 


His 


Leu 


Leu 


Lys 


Lys 


Thr 


Leu Gin 


Lvs 








340 










345 










350 




Cvs 


Glu 


Lys 


Asn Gly 


Trp 


Met 


Glu 


Gin 


He 


Ser Gly Lys 


Gly Phe 


Ser 






355 










360 










365 






Gly 


Thr 
370 


Phe 


Gin 


Leu 


Cys 


Phe 
375 


Pro 


Tyr 


Tyr 


Pro 


Ser 
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Pro 


Gly Val 


Leu 


Phe 


Pro 


Lys 


Lys 


Glu 


Pro 


Asp 


Asp 


Ser 


Arg 


Asp 


Glu 


Asp 


Glu Asp 


Glu 


385 










390 










395 








400 


ASp 


Glu 


Ser 


Ser 


Glu 


Glu Asp 


Ser 


Glu 


Asp 


Glu 


Glu 


Pro 


Pro Pro 


Lys 










405 










410 








415 




Arg 


Arg 


Leu 


Gin 


Lys 


Lys" 


Thr 


Pro 


Ala 


Lys 


Ser 


Pro Gly Lys Ala 


Ala 








420 










425 










430 




Ser 


Val 


Lys 


Gin Arg 


Gly Ser 


Lys 


Pro 


Ala 


Pro 


Lys 


Val 


Ser Ala 


Ala 






435 










440 










445 






Gin 


Arg 


Gly Lys 


Ala 


Arg 


Pro 


Leu 


Pro' 


Lys 


Lys 


Ala 


Pro 


Pro Lys 


Ala 




450 










455 










460 








Lys 
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Pro 
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Arg 


Pro 


Ser 


Ser 
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Val 


He Lys 


Lys 
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ctggagagaa ggggttatct ccttaaacaa 
1020 

atcaaacagg tattacacaa tgttaaagga 
1080 

cagaaatcaa gaaaaacacc tcagaaatcc 
1140 

gatccagaac cacaagtaaa attggaggat 
1200 

gaacctaaag aagcttccta cagtctcatc 
1260 

cttagagtgg acatcaggcc tcagctgttg 
1320 

ggccagttag aacagataac tggcaaaggt 
1380 

ggggagaaac ccctgcttgg tggaagcctg 
1440 

gccatgaatg agccgaagac ctgctctacc 
1500 

cacccaggaa ccaattctaa ctatcaaatg 
1560 

gaaaagaatg ggtggatgga acagatctct 
1620 

tgttttccct attatcccag cccaggagtt 
1680 

agagatgagg atgaagatga agatgagtca 
1740 

ccacctaaga gaaggttgca gaagaaaacc 
1800 

gtgaagcaga gagggtccaa acctgcacct 
1860 

aggcccttgc ctaagaaagc acctcctaag 
1920) 

tcatccacag tcatcaagaa acctagtggt 
1980 

agaaaggaag. taaaattgcc gggcaagggc 
2040 

aaaaagtaaa ttttatagga aaaaagggta 
2100 

aggtcagtgt gcatttgttt agttttgatg 
2160 

tgaacattgt ggggagggac tctaaataaa 
2211 

<210> 4548 
<211> 515 
<212> PRT 

<213> Homo sapiens 
<400> 4548 

Arg Thr Val Asn Ser Thr Arg Glu 

1 5 
Glu Gly Glu Glu Glu Lys Pro Glu 
20 

Val Ser Thr Val Glu Glu Gin Glu 



gcactgaaaa gagaattaaa tagaggagtc 
aaaggtgctt ctggaagttt tgttgtggtt 
agaaacagaa agaataggag ctctgcagtg 
gtcctcccac tggcctttac tcgcctttgt 
aggaaatatg tgtctcagta ttatcctaag 
aagaacgctc tgcagagagc agtagagagg 
gcttcgggga cattccagct gaagaaatca 
atggaatatg caatcttgtc tgccattgct 
actgctctga agaagtatgt cctagagaat 
catttgctga aaaaaaccct gcagaaatgc 
gggaaagggt tcagtggcac cttccagctc 
ctgtttccga agaaagagcc agatgattct 
tcagaagaag actctgagga tgaagagccg 
ccagccaagt ccccagggaa ggccgcatct 
aaagtctcag ctgcccagcg ggggaaagct 
gccaaaacgc ctgccaagaa gaccagaccc 
ggctcctcaa agaagcctgc aaccagtgca 
aaatccacca tgaagaagtc tttcagagtg 
tcatgatgaa attcaaaatc ttattttcta 
cttttcaaat tacattattt tcctccccta 
ccagtttagg catttgctag c 



Thr Pro Pro Lys Ser Lys Leu Ala 

10 .15 
pro Asp lie Ser Ser Glu Glu Ser 
25 30 
Asn Glu Thr Pro Pro Ala Thr Ser 
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270 






Ser 


Leu 


Lys 
275 


Thr 
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Leu 


Ser 


Asn 
280 


Val He 
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285 
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Asp 


Thr 


Glu 


Glu 


Val 


His 


lie 


Met 


Leu 


Asp Gly Leu 


Leu 


Pro 


Pro 


Asp 


Thr 


Tyr 


290 










295 








300 






Glu 




Phe 


Arg 


Phe 


Asn 


Pro 


val 


Met 


Cys 


Glu Asn 


He 


Pro 


Leu 


Asp 


Ser 


305 








310 








315 










320 


Arg 


Asn 


Glu 


Lys. 


Leu 


Asp 


Gin 


Leu 


Gin Leu Glu Gly 


Leu 


Lys 


Tyr 


He 








325 








330 










335 




Glu 


Arg 


Asn 


Glu 


Gin 


Lys 


Met 


Lys 


Lys Val 


Ala 


Lys 


He 


Leu 


Ser 


Gin 






340 










345 








350 




Thr 


Glu 


Lys 


Thr 


Thr 


Leu 


Gin 


Lys 


He 


Asn Asp 


Trp 


He 


Lys 


Leu 


Lys 




355 










360 








365 








Asp 


Met 


Tyr 


Glu Gly 


Leu 


Pro 


Phe 


Phe Ser 


Lys 


Leu 












370 










375 








380 











<210> 4547 

<211> 2211 

<212> DNA 

<213> Homo sapiens 



<400> 4547 

ngtttcattc tcttgttctt ctacagtgga 
60 

tggcttttct tcctcccctt cagcaagctt 
120 

cacagttcga cgaatcggca tggtgctatc 
180 

ctggaggaca gcggtggcgg aggcgactag 
240 

cgggacgcgg gcgccaggac cggccgaacg 
300 

attaggaaaa atccttgtgg ttaacagcag 
360 

tagaaattat ttaaaatggc gactgatacg 
420 

ctcccactta tagtaggagc tcagctgatc 
480 

gatagcacca tgccgattcg tcgaactgtg 
540 

aagcttgctg aaggggagga agaaaagpca 
600 

tccactgtag aagaacaaga gaatgaaact 
660 

ccaaaggggg aacctgagaa tgaagagaag 
720 

aaggatgaga aagatcagtc taaagaaaag 
780 

tgggctaccc tttctgccag ccagctagcc 
840 

tccccacgtc ccaagatgga tgcaatctta 
900 

agtggtgcat cagtggttgc tattcgaaaa 
960 



gacagattcc tctgaactta tgtctggttc 
gcttttggga ggagtttccc gggtagaatt 
ttctaccttc tctgagctcg gcggctggga 
cggcggcggg agcggcgccg agaggccgtg 
cagaggttga ttcttcacca cactgaaacc 
aggcttcaga gtgtaacctg tactcgggcc 
tctcaaggtg aactcgtcca tcctaaggca 
cacgcggaca agttaggtga gaaggtagaa 
aattctaccc gggaaactcc tcccaaaagc 
gaaccagaca taagttcaga ggaatctgtc 
ccacctgcta cttcgagtga ggcagagcag 
gaagaaaata agtcttctga ggaaaccaaa 
gagaagaaag tgaaaaaaac aattccttcc 
agggcccaga aacaaacacc gatggcttct 
actgaggcca ttaaggcatg cttccagaag 
tacatcatcc ataagtatcc ttctctggag 
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tcccatccaa cattatggtg tgattttaaa agaagagcca ggaaatcaaa agtattttct 
3240 

ctggggctta atctttgatc agatcattga aaaacttatg gcttccagat ttgtggggga 
3300 

cagatacttt tactcattat ccaatgctct aaggccaccc agagagactg gattatctac 
3360 

attgactatt cacatttcct tagatatatt tatttgaatg atggcttcta caaagtagag 
3420 

aagtctgtca ttatgagaga taaagccagc tgggcttctg ggttgggtgg ggtcttggag 
3480 

aacttttctg tctagctaaa ggattgtaag tgcacccatc agcactctgt aaaaacacac 
3540 

caatcagcac tctgtgtcta gctaaagg 
3568 

<210> .4546 

<211> 380 

<212> PRT 

<213> Homo sapiens 



<400> 4546 
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He 
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He 
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He 
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He 
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Pro 
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val 
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Ser 
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Ser 


His 
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115 




120 
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Lys 


Asp 
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Met 


Gly 


130 


135 








140. 
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Pro 
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Pro 


Lys 


val 


145 


150 
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160 


Ala Ala Val Ser 


Thr He Val 
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He 
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Pro. 


Lys 
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170 










175 




Val Phe Arg Asn Tyr Gly His 


Phe Pro Gly 


lie 


Asn 


Ser 


His 


Tyr 


Leu 


180 




185 
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Gly Gly Cys Gin 
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Ala 


lie 


Arg 


Ala 


Ser 


Ser 


Ala 


195 




200 








205 








Ala Pro Gly Tyr 


Phe Ala Glu 


Tyr Ala 


Leu Gly Asn 


Asp 


Leu 


His 


Gin 


210 


215 








220 










Asp Gly Gly Leu 


Leu Leu Asn 


Asn Pro 


Ser 


Ala 


Leu 


Ala 


Met 


His 


Glu 


225 


230 






235 










240 


Cys Lys Cys Leu 


Trp Pro Asp Val Pro 


Leu 


Glu 


Cys 


He 


Val 


Ser 


Leu 


245 




250 










255 




Gly Thr Gly Arg Tyr Glu Ser Asp Val Arg 


Asn 


Thr 


Val 


Thr 


Tyr 


Thr 
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cgtatgaatt ctggagaatc ctgaaaaaga 
1620 

gaatattctt ggttacagaa ttcatatggg 
1680 

taagctttag taacccttac tgtgctagta 
1740 

tgatgtttga aaatatatta atatatgtgc 
1800 

gtgtattttt actttagtcc tcataatcat 
.1860 

catatggaaa agctaatttc ttcttaaatt 
1920 

tctccaatcc acactgcctt ttattgtaat 
1980 

tttctctatt aaagtatttt acatttgaca 
2040 

agatatgttt attttaacafe tgtttggtta 
2100 

tacccctgaa atttcaagat aatgctatat 
2160 

cttccctgtt ataaaatggt ttgaacttac 
2220 

aaactattta aataaaaaag gatagaggtt 
2280 

tcaaagtcat atgccacttc acaccaacca 
2340 

aaataggaat tgttgacaag aatgtggagg 
2400 

atgtaaaatg gtggtgctac cacagaaaac 
2460 

aaatttcctt acaagtcagt atgagtactt 
2520 

atatgttttt taaaataact. tttgtccaga 
2580 

aaaaatggaa acaaactaaa tgtccatcac 
2640 

atggaatatt gtaaatctgt gaaaatgaat 
2700 

aacattatac taagtgaaag aagccagata 
2760- 

tgtgaagtgc ccagaatagg caattttata 
2820 

ggctgagtga gggaaaatgg ggaataacca 
2880 

gatgaaaatg ttctagaatc agtggtaatg 
2940 

cactgaattg taccctttaa gatggttaaa 
3000 

ttctctaata aagtagattt tcagcaacaa 
3060 

agggttatta gttatcaact cctaacatgc 
3120 

aagaaattat attcaggcat attaagcatt 
3180 



cggtgcttca accagcttgc atagcacaga 
aactaggctt ttaagatgtt aataattagc 
gattttagta gatattggtg ttatattgtt 
cgaacaagaa accgaaagct atattgtact 
gttgaattta tgtgatcatt gattttattt 
tacattacct aatattctca ctagctatgt 
atcatctaaa tagatgcaga aaaatggaat 
taaaaaagaa ccagatacag ttttctattc 
aaaaaggtga agttccagtc aaccactttt 
taacttttcc agatctaacc ctagcttatc 
tgaggagata ttcccatcat taacaaaaat 
caacatattt agtcattatg gaagtgcaaa 
catttgtcaa aataaaaaaa aaaaaacagg 
tattggaacc cctgtacatt gctggtgaga 
acattggctc tttgttaaaa tgtaaacata 
cttaattgta tacctgagat aactgaaaac 
tgttcatagc atcatttttt actgtagttg 
ctactaaata aaatgtggca tagccataca 
gaacaaatta cataagggat taacctcaaa 
caaaaggcca atattgtatg attctatttt 
tggaaagaaa gcagagtagt ggtttccagg 
cttaatgtgt acagagtttc tttttaggat 
gtaataaaac attgggaata tactaaaagc 
atggttaatt ttatgttatg taaacattat 
agggcccatt agaatggaag catactctga 
aaaatatttt taggtagcat ttttatatag 
gagtgtcatt attattgatg tataatggat 
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<400> 4545 
" nntgtacaag 
60 

tcaaagagtc 
120 

gacagaaatg 
180 

gtgagtattg 
240 

aagctctgca 
300 

aaaggagtgg 
360 

gatgaaactc 
420 

gtgaaaggga 
480 

gctctccaga 
540 

gattacattt 
600 

atgcccttgg 
660 

aatgtcattg 
720. 

tgggaaaaca 
780 

cccacatgtc 
840 

gcttttgtgt 
| 900 

tgtcagtata 
960 

gaatatgcat 
1020 

gcattagcta 
10B0 

tccctgggca 
1140 

aaaactaaac 
1200 

cttgatggcc 
1260 

atacctctag 
1320 

tacatagaaa 
1380 

acaactctgc 
1440 

ccattctttt 
1500 

agaagatcaa 
1560 



ctttagtagg 
agtcagaaga 
cagaggagaa 
ataacaggac 
ttactagggt 
ctgtcaagga 
ttcaggctgc 
gaggaatccg 
ccctacgaaa 
gtggtgtaag 
atgaatgtga 
ttggaacagt 
ttcttaagga 
ctaaggtagc 
tcagaaacta 
aaatgtggca 
tgggaaatga 
tgcatgagtg 
ctggacgtta 
tttctaatgt 
tgttacctcc 
atgaaagtcg 
gaaatgaaca 
agaaaattaa 
caaaattgtg 
ccacattcaa 



tggttatatt 
acaggaagag 
aaagcgttta 
ccgggcatta 
tgaagaactg 
aagaattatt 
agttagagaa 
aattctctca 
attagttgaa 
cacaggtgcc 
ggaactttat 
aaaaatgagt 
taggatggga 
tgctgtaagt 
tggtcatttt 
ggccattaga 
tcttcatcaa 
taaatgtctt 
tgagagtgat 
tatcaacagt 
tgacacctat 
aaatgaaaag 
aaaaatgaaa 
tgattggata 
atgagtatat 
taaggaattg 



ggtggacttg 
cctgctaaaa 
tctcttcagc 
gttcaggcat 
acttttcatc 
ccatatttat 
attttggccc 
attgatggtg 
cttactcaga 
atattagctt 
cgaaaattag 
tggagccatg 
tctgcactga 
accatagtaa 
cctggaatca 
gcctcatctg 
gatggaggtt 
tggccagatg 
gtgagaaaca 
gctacagata 
tttagattca 
ctggatcagc 
aaagttgcaa 
aaattaaaaa 
gcttatgttc 

tggggttcga 



tccccaaatt 
ctgatcaggc 
gagaaaagat 
taagaagaac 
ttctagaatt 
tacgactgag 
taattggcta 
gaggaacaag 
agccagttca 
tcatgttggg 
gatcagatgt 
cattttatga 
tgattgaaac 
atagagggat 
actctcatta 
ctgctccagg 
tgcttctgaa 
tgccgttaga 
cggtaacata 
cagaagaagt 
atcctgtaat 
tgcagttgga 
aaatattaag 
ctgatatgta 
tcataaatga 
catgagttaa 



aaagtatgat 
tgtcagcaaa 
tatcgcaagg 
aactgaccca 
tcctgaagga 
acaaattaag 
tgtggatcca 
gggcgtggtt 
bcagctcttt 
gttgtttcat 
attttcacaa 
cagtcaaaca 
agcaagaaac 
aacacccaaa 
tttgggaggc 
ctactttgca 
taacccttcg 
gtgcatagta 
cacaagcttg 
ccatataatg 
gtgtgaaaac 
agggttgaaa 
tcaagaaaaa 
tgaaggactt 
aggtctgttt 
ctttgaaata 
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cctctgc.cgc ccaccgggct aacccttccg ggcctcacca ctcccgagtg gctctgctta 
240 

tccggccact gactccggct cctcggaagc agggccaccc tcctgaaatg gcttggaacg 
300 ' 

gggctttcca ct'ggtgccct ccccagacga ttgcttgtaa tgggccagtg cctcgccagg 
360 

gacacagcgg cagccccctg tagcttgtgg ctgttcagaa acaagtccag cccaggtagg 
420 

gcagagggct ctgactg'ggg acccaagaag ggctggctgt gccgccaccg ctgccccgtc 
480 

accatcactg tgctgaagag ctcgaggctg ggcccacccg cgccggcccc acgttcctcc . 
540 

ccgggctcag gtcagggcca gggagtgacc agaaggtgct gaccctgtgg cctgactggc 
600 

ccagagctca cccctgaaca tgagcaagcg caaagaaacc cccatccctg ctcccaaaaa 
660 ' ' 

agggcgcccc caaggccatt ttgaaggtgg ggggaagccc ggattccgag aaaccgcaac 
720 

cagccgtcta cctcaggaag ctcgctaggg aggagcgcat tctatgtgac taatgcggac 
. 780 

tggcctgcac cgcctacgga gagaagacaa cgcgt 
815 

<210> 4544 . 
<211> 150 
. <212> PRT 
<213> Homo sapiens 

<400> 4544 

Met Val Thr Gly Gin Arg Trp Arg His Ser Gin Pro Phe Leu Gly Pro 

1 5 10 15 - 

Gin Ser Glu Pro Ser Ala Leu Pro Gly Leu Asp Leu Phe Leu Asn Ser 

20 .25 30 

His Lys Leu Gin Gly Ala Ala Ala Val Ser Leu Ala Arg His Trp Pro 

35 40 45 

lie Thr Ser Asn Arg Leu Gly Arg Ala Pro Val Glu Ser Pro Val Pro 

50 55 60 

Ser His Phe Arg Arg Val Ala Leu Leu Pro Arg Ser Arg Ser Gin Trp 
65 70 75 80 

Pro Asp Lys Gin Ser His Ser Gly Val Val Arg Pro Gly Arg Val Ser 

85 90 95 

Pro Val Gly Gly Arg Gly Ala Leu Ala Arg Arg Val Ser Gly Glu Ala 

100 105 110 

Lys Cys Lys Ala Leu Val Arg Gly Ala Ser Gly. Ser His Gly Gly Ala 

115 120 125 

Ala Gly Gin Gly Pro Ala Val Thr Arg Ser Pro Ser Ser Leu Cys Leu 

130 135 140 

Ala Leu Val Ser Thr Gly 
145 150 



<210> 4545 

<211> 3568 - 

<212> DNA 

<213> Homo sapiens 



3736 



WO 00/58473 



PCT/USOO/08621 



<400> 4541 

actagtcacc tcttctatca gatgatcatc tggatcatat tcttttagat taataatggc 
60 

cacaggcaga tccagggatg taactgcttc agcaagaact gttgcgaatc ccttcgctgt 
120 

tccagtctga gaaccataaa aaatcttcac tccagacaca aagatgtctt tctcttgaag 
180 . . 

ggagacataa ccatttgtca tcaaatcctg agctgctttt ggaacagatt tttcctgtaa 
240 

gttcttgccc tgcgtcttga tgacaatctg gacacaaatc caaaggctaa tgctaacagc 
300 

aaagcccaaa taaatgtaaa acctgtttat ccacaatgat attaaaggtg agaagaggtc 
360 

ccatgtatcc gcagagggat ccatcctcct cagagccgac aggagactag gatctcggac 
420 

ctggagagcc cgatgattcg cactggtact gc 
452 

<210> 4542 
<211> 128 
<212> PRT 

<213> Homo sapiens 
<400> 4542 

Met Asp Pro Ser Ala Asp Thr Trp Asp Leu Fhe Ser Pro Leu lie Ser 

1 5 ; 10 " 15 

Leu Trp lie Asn Arg Phe Tyr He Tyr Leu Gly Phe Ala Val Ser He 

20 25 30 

Ser Leu Trp He Cys Val Gin He Val He Lys Thr Gin Gly Lys Asn 

35 40 45 

Leu Gin Glu Lys Ser Val Pro Lys Ala Ala Gin Asp Leu Met Thr Asn 

50 55 60 " 

Gly Tyr Val Ser Leu Gin Glu Lys Asp He Phe Val Ser Gly Val Lys 
65 " 70 75 80 

He Phe Tyr Gly Ser Gin Thr Gly Thr Ala Lys Gly Phe Ala Thr Val 

85 90 95 

Leu Ala Glu Ala Val Thr Ser Leu Asp Leu Pro Val Ala He He Asn 

100 105 110 

Leu Lys Glu Tyr Asp Pro Asp Asp His Leu He Glu Glu Val Thr Ser 
115 120 125 



<210> 4543 
<211> 815 
<212> DNA 

<213> Homo sapiens 
<400> 4543 

cggccgccga ggactggcct 
60 

agggaggagg gagagcgagt 
120 

gaggccccgc gcaccaatgc 
180 



gactcggaca tttcatcctg 
cactgcaggt ccctggcctg 
tttgcacttt gcctcgcccg 



tggacactaa ggccaaacac 
cggctccgcc gtggctgcct 
acaccctgcg ggccagagct 
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370 375 380 

Asp Glu Glu Asp Pro Pro Leu Pro Pro Thr Pro Met Asn Ser Leu Val 
385 390 395 400 

Asp Glu Cys Pro Leu Asp Gin Gly Leu Pro Lys Leu Ser Ala Glu Ala 

405 410 ' 415 

Val Phe Glu Lys Cys Ser Gin He Ser Leu Ser Gin Ser Thr Thr Ala 

420 425 430 

Ser Leu Ser Lys Lys 
435 

<210> 4539 

<211> 331 

<212> DNA 

<213> Homo sapiens 

<400> 4539 

gtgcacggag gaaagtctca tgagcagcct gaatgggggc tctgttcctt ctgagctgga 

60 . ' 

tgggctggac tccgagaaag accagaagcc tgggggaaaa ccaaagggta atcaatgaac 
120 

tcacctggaa actccagcaa gagcagaggc aggtggagga gctgaggatg cagcttcaga 
180 

agcagaaaag gaataactgt tcagagaaga agccgctgcc tttcctggct gcctccatca 
240 

agcaagaaga ggctgtctcc agctgtcctt ttgcatccca agtacctgtg aaaagacaaa 
300 

gcagcagctc aaagtgtcac ccaccggctt g 
331 

<210> 4540 

<211> 99 

<212> PRT 

<213> Homo sapiens 

. <400> 4540 

Met Gly Ala Leu Phe Leu Leu Ser Trp Met Gly Trp Thr Pro Arg Lys 

1 5 10 15 

Thr Arg Ser Leu Gly Glu Asn Gin Arg Val He Asn Glu Leu Thr Trp 

20 25 30 

Lys Leu Gin Gin Glu Gin Arg Gin Val Glu Glu Leu Arg Met Gin Leu 

35 40 45 

Gin Lys Gin Lys Arg Asn Asn Cys Ser Glu Lys Lys Pro Leu Pro Phe 

50 55 60 

Leu Ala Ala Ser He Lys Gin Glu Glu Ala Val Ser Ser Cys Pro Phe 
65 70 75 80 

Ala Ser Gin Val Pro Val Lys Arg Gin Ser Ser Ser Ser Lys Cys His 
85 90 95 

Pro Pro Ala 



<210> 4541 

<211> 452 

<212> DNA 

<213> Homo sapiens 
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<210> 4538 
<211> 437 
<212> PRT 

<213> Homo sapiens 
<400> 4538 

Xaa Ala Trp His Glu Gly Asn Glu Ala Cys Asp Leu Asp Ser Thr Val 

1 .5 10 15 

Ser Ala Leu Ala Leu Ala Phe Tyr Leu Ala Lys Thr Thr Glu Ala Glu 

20 25 30 

Glu Val Phe Val Pro Val Leu Asn lie Lys Arg Ser Glu Leu Pro Leu 

35 40 ,45 

Arg Gly Asp lie Val Phe Phe Leu Gin Lys Val His lie Pro Glu Ser 

50 55 60 

lie Leu lie Phe Arg Asp Glu lie Asp Leu His Ala Leu Tyr Gin Ala 
65 70 ,75 '80 

Gly Gin Leu Thr Leu lie Leu Val Asp His His lie Leu Ser Lys Ser 

85 90 95 

Asp Thr Ala Leu Glu Glu Xaa Ser Ser Arg Gly Ala Arg Pro Ser Thr 

100 105 110 

His Arg Ala Glu Thr Leu Pro Ser Leu Xaa His Val Ser Val Glu Leu 

115 120 125 

Val Gly Ser Cys Ala Thr Leu Val Thr Glu Arg lie Leu Gin Gly Ala 

130 135 140 

Pro Glu lie Leu Asp Arg Gin Thr Ala Ala Leu Leu His Gly Thr lie 
145 150 155 160 

lie Leu Asp Cys Val Asn Met Asp Leu Lys lie Gly Lys Ala Thr Pro 

165 170 175 

Lys Asp Ser Lys Tyr Val Glu Lys Leu Glu Ala Leu Phe Pro Asp Leu 

180 185 190 

Pro Lys Arg Asn Asp lie Phe Asp Ser Leu Gin Lys Ala Lys Phe Asp 

195 200 205 

Val Ser Gly Leu Thr Thr Glu Gin Met Leu Arg Lys Asp Gin Lys Thr 

210 215 220 

lie Tyr Arg Gin Gly Val Lys Val Ala lie Ser Ala lie Tyr Met Asp 
225 230 235 240 

Leu Glu Ala Phe Leu Gin Arg Ser Asn Leu Leu Ala Asp Leu His Ala 

245 250 255 

Phe Cys Gin Ala His Ser Tyr Asp Val Leu Val Ala Met Thr lie Phe 

260 265 270 

Phe Asn Thr His Asn Glu Pro Val Arg Gin Leu Ala lie Phe Cys Pro 

275 280 285 

His Val Ala Leu Gin Thr Thr lie Cys Glu Val Leu Glu Arg Ser His 

290 295 300 

Ser Pro Pro Leu Lys Leu Thr Pro Ala Ser Ser Thr His Pro Asn Leu 
305 310 315 320 

His Ala Tyr Leu Gin Gly Asn Thr Gin Val Ser Arg Lys Lys Leu Leu 

325 330 335 

Pro Leu Leu Gin Glu Ala Leu Ser Ala Tyr Phe Asp Ser Met Lys lie 

340 345 350 

Pro Ser Gly Gin Pro Glu Thr Ala Asp Val Ser Arg Glu Gin Val Asp 

355 360 365 

Lys Glu Leu Asp Arg Ala Ser Asn Ser Leu lie Ser Gly Leu Ser Gin 
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gatgagtgcc ctctagatca ggggctgcct 
1260 

tgcagtcaga tctcactgtc acagtctacc 
1320 

agaggcgagg aggtagtggg tgaggctacc 
1380 

tttggagatt cagcaattct gtcttcattg 
1440 

actgagagga gaaaaaaagt gaaagaaagc 
1500 

ccccctaatc tctaccaatc agacacattt 
1560 

tatttgccag gggcacgatg tgacatatct 
1620 

ttagacccca aaagtgtcct cggcatggat 
1680 

tgaacattca tcgatggtct ccatgtattc 
1740 

tgaatacctg cctcaagcta gagagaaaag 
1800 

tcagcctaca gcagattatc agctcggtga 
1860 

tgtttgattc agagatggct gaatttctat 
1920 

gtttgggaac agattagagg ccattgtctt 
1980 

ttggatccct ctgtcccaga gccacccaga 
2040 

cagaaaggcc ttaatgacct cataggcact 
2100 

aggcctgggt ctgtctcctg ccttagcagg 
2160 

ccttgctcac attaaaagga agcatggagt 
2220 

caagacactt cactactcca ggtctcactt 
2280 

gtgttccctg gtattctgtg atctgcctct 
2340 

tgtatttttc ttctgttatc cctgggggtg 
2400 

tgtggttgta gcaaggactc agcctcatgt 
2460 

ttgacccagc agagcactcc ctcccactaa 
2520 

ttttttaacg caaccctttc ccctttttcc 
2580 

caacagtttc actgaacagt ggggtatgtg 
2640 

ggggacagtt tgacttcact ttgagggtgt 
2700 

agtggtgtga tcatgaacca aaggaattta 
2760 

ttttgttata ctattaaata attttttcct 
2811 



aaactctctg ctgaggccgt cttcgagaag 
acagcctccc tgtccaagaa gtgactgttg 
tgactcactt caaatgcatg ttttgagatg 
ctccaggatc tggtatactg ttctcataaa 
agctgcttta agaatggttt tccacctttt 
tattatttaa atctgcacct ctctctattt 
gcagtcccag cacagtggga caaaaagaat 
cttgaacaga accagtatct gtcatggaac 
atttattcac ttgttcattc aagtatttat 
agagtgcgct ttggaaattt attccagttt 
cttttctttc tgccaccatt taggtgatgg 
tcttagctta ttgtgactgt ttcagatcta 
ctgtcctgat caggtggcct ggctgtttct 
accctgactc ttgagaatca agaaaacacc 
cttccaaaaa gacaacagaa ctggaatgag 
cctatcaatt tcttgtcaat ctcttttttt 
tctaatgctc ccataaacta tgtattttgg 
tccccatctg taaaacaggg tttggactag 
tgctgccatt ctttctctcc tctgcttctc 
ctcaggttca cttgattgtc tgtatttctg 
agcacgaata ggggtgtggt tcatggcgtg 
cttgttctgc atgtgtagag tctccccatt 
taccccacag ctctgttcca tgtaagttgc 
atggttttgg catgacatct tcagtatgag 
gatgtctgta gctatgtgga aggtaaaaat 
tgttttgtaa cttgggtact ttattttgca 
gttaaaaaaa aaaaaaaaaa a 
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20 25 30 

Pro Arg Phe Lys Gin Phe Ser Xaa Leu Ser Leu Pro Ser Ser Trp Asp 

35 40 45 

Tyr Arg Arg Pro Pro Pro Arg Pro Ala Asn Phe Cys lie Phe Ser Arg 

50 55 60 

Asn Gly Val Ser Pro Ser Arg Pro Gly Trp Ser 
65 70 75 

<210> 4537 

<211> 2811 

<212> DNA 

<213> Homo sapiens 

<400> 4537 

naagcttggc acgagggaaa tgaagcctgt gatttggact ccacagtgtc tgctcttgcc 
60 

ctggcttttt acctagcaaa gacaactgag gctgaggaag tctttgtgcc agttttaaat 
120 

ataaaacgtt ctgaactacc tctgcgaggt gacattgtct tctttcttca gaaggttcat 
180 

attccagaga gtatcttgat ttttcgggat gagattgacc tccatgcatt ataccaggct 
240 

ggccaactca ccctcatcct tgtcgaccat catatcttat ccaaaagtga cacagcccta 
300 

gaggagngca gtagcagagg tgctagacca tcgacccatc gagccgaaac actgccctcc 
360 

ctgnnccatg tttcagttga gctggtgggg tcctgtgcta ccctggtgac cgagagaatc 
420 

ctgcaggggg caccagagat cttggacagg caaactgcag cccttctgca tggaaccatc 
480 

atcctggact gtgtcaacat ggaccttaaa attggaaagg caaccccaaa ggacagcaaa 
540 

tatgtggaga aactagaggc ccttttccca gacctaccca agagaaatga tatatttgat 
600 ' 

tccctacaaa aggcaaagtt tgatgtatca ggactgacca ctgagcagat gctgagaaaa 
660 

gaccagaaga ctatctatag acaaggcgtc aaggtggcca ttagtgcaat atatatggat 
720 

ttggaggcct ttctgcagag gtctaacctc cttgcagatc tccatgcttt ctgccaggct 
780 

cacagctatg atgtcctggt tgccatgact atctttttca acactcacaa tgagccagtg 
840 

cggcagttgg ctattttctg tccccatgtg gcactccaaa caacgatctg tgaagtcctg 
900 

gaacgctccc actctccacc cctgaagctg acccctgcct caagtaccca ccctaacctc 
960 

catgcctatc ttcaaggcaa cacccaggtc tctcgaaaga aacttctgcc cctgctccag 
1020 

gaagccctgt cagcatattt tgactccatg aagatccctt caggacagcc tgagacagca 
1080 

gatgtgtcca gggagcaagt ggacaaggaa ttggacaggg caagtaactc cctgatttct 
1140 

ggactgagtc aagatgagga ggaccctccg ctgcccccga cgcccatgaa cagcttggtg 
1200 
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115 120 125 

Thr Cys Gin Thr Met Ala Val Cys Asn Thr Gin Tyr Tyr Trp Tyr Asp 

130 135 140 

Glu Arg Gly Lys Lys Val Lys Cys Thr Ala Pro Gin Tyr Val Asp. Phe 
145 150 155 160 

Val Met Ser Ser Val Gin Lys Leu Val Thr Asp Glu Asp Val Phe Pro 

165 170 175 

Thr Lys Tyr Gly Arg Glu Phe Pro Ser Ser Phe Glu Ser Leu Val Arg 

180 185 190 

Lys lie Cys Arg His Leu Phe His Val Leu Ala His lie Tyr Trp Ala 

195 200 205 

His Phe Lys Glu Thr Leu Ala Leu Glu Leu His Gly His Leu Asn Thr 

210 215 " 220 

Leu Tyr- Val His Phe lie Leu Phe Ala Arg Glu Phe Asn Leu Leu Asp 
225 230 235 240 

Pro Lys Glu Thr Ala lie Met Asp Asp Leu Thr Glu Val Leu Cys Ser 

245 250 255 

Gly Ala Gly Gly Val His Ser Gly Gly Ser Gly Asp Gly Ala Gly Ser 

260 265 270 

Gly Gly Pro Gly Ala Gin Asn His Val Lys Glu Arg 
275 280 

<210> 4535 

<211> 473 

<212> DNA 

<213> Homo sapiens 

<400> 4535 

cgactttttt tttttttttt ttttgagatg gagtctcgtt ctgtcaccca ggctggagtg 
60 

cagtggcatg atcacagctc actgcaacct ctgcctccca ggttcaagca gttctctngc 
120 

ctcagcctcc cgagtagctg ggattacagg cgtccgccac cacgcccggc taatttttgt 
180 

atttttagta gaaacggggt ttcaccatct cggccaggct ggtcttgaac tcctgacctc 
240 

atgatccatc cgccttggcc tcccaaagtg ctgggattac aggcatgagc taccgcgccc 
300 - 

ggccttggct gcagattaac gggaatacct cccttgggct tcctaggtga cactgtgata 
360 

ttcggtatga cctcccttgc tctattcctt ggaagaagta caggcactgg tcaagagtgc 
420 

ccgggaccca cattgcctgg ttttgaatcc cagcacctcc acatgttacg cgt 
473 

<210> 4536 
<211> 75 
<212> PRT 

<213> Homo sapiens 
<400> 4536 

Arg Leu Phe Phe Phe Phe Phe Phe Glu Met Glu Ser Arg Ser Val Thr 

1 5 10 15 

Gin Ala Gly Val Gin Trp His Asp His Ser Ser Leu Gin Pro Leu Pro 
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tttgcacacg tgtgcccctg tccggacgcc 
120 

gcgcggcggc cccgcgcagc catggactgg 
180 . 

ggcaagaagc ccgctgcgga ggagaggaag 
240 

aggatcaccg acttccagtt caaggagctg 
300 

gagtggctgg ccagcaacac aacaacattt 
360 

atctcggagt tctgcacagg agagacgtgt 
420 

tactggtatg acgagcgggg gaagaaggtc 
480 

gtcatgagct ccgtgcagaa gctggtgacg 
540 

agagaattcc ccagctcctt tgagtccctg 
600 

gtgctggcac acatctactg ggcccacttc 
660 

cacttgaaca cgctctacgt ccacttcatc 
720 

cccaaagaga ccgccatcat ggacgacctc 
780 

gtccacagtg ggggcagtgg ggatggggcc 
840 

gtgaaggaga gatgagcccc ccgggccgga 
900 

tgtgtgttct ctcctgcatc tgcgtgtgca 
960 

acacgcgt 

968 ; 

<210> 4534 

<211> 284 

<212> PRT 

<213> Homo sapiens 

<400> 4534 

Thr Arg Ala Gin His Met Cys Ala 

1 5 
His His Arg Leu Phe Ala His Val 
20 

Glu Ala Asp Arg Val Gly Gin Arg 

35 40 
Asp Trp Leu Met Gly Lys Ser Lys 

50 55 
Ala Ala Glu Glu Arg Lys Ala Tyr 
65 70 
Arg lie Thr Asp Phe Gin Phe Lys 
85 

lie Asp Leu Asn Glu Trp Leu Ala 
100 

His He Asn Leu Gin Tyr Ser Thr 



ggggctgagg ccgatcgcgt cgggcagcgg 
ctcatgggga agtccaaagc caagcccaat 
gcctacctgg agcctgagca caccaaggcc 
gtggtgctgc cccgggagat cgacctcaac 
ttccaccaca tcaacctgca gtatagcaca 
cagacgatgg ccgtgtgcaa cacacagtac 
aagtgcacgg ccccacagta cgttgacttc 
gatgaggacg tgttccccac aaaatacggc 
gtgaggaaga tctgcagaca cctgttccac 
aaggagacgc tggccctgga gctgcacgga 
ctctttgctc gggagttcaa cctgctggac 
accgaggtgc tatgcagcgg ggccggcggg 
ggcagcgggg gcccgggagc acagaaccac 
caggggcaca cgtgtgcaaa gagacggtgg 
cacatgtgct gggccctctc agacctcacc 



His 


Ala 


Asp 


Ala 


Gly 


Glu 


Asn 


Thr 




10 










15 




Cys 


Pro 


Cys 


Pro 


Asp 


Ala 


Gly 


Ala 


25 










30 






Ala 


Arg 


Arg 


Pro 


Arg 


Ala' 


Ala 


Met 










45 








Ala 


Lys 


Pro 


Asn 


Gly 


Lys 


Lys 


Pro 








60 










Leu 


Glu 


Pro 


Glu 


His 


Thr 


Lys 


Ala 






75 










80 


Glu 


Leu 


Val 


Val 


Leu 


Pro 


Arg 


Glu 




90 










95 




Ser 


Asn 


Thr 


Thr 


Thr 


Phe 


Phe 


His 


105 










110 






He 


Ser 


Glu 


Phe 


Cys 


Thr 


Gly 


Glu 
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<210> 4532 
<211> 296 
<2~12> PRT 

<213> Homo sapiens 
<400> 4532 

Met Ala Gly Pro Leu Gin Gly Gly Gly Ala Arg Ala Leu Asp Leu Leu 

■ 1 5 10 15 

Arg Gly Leu Pro Arg Val Ser. Leu Ala Asn Leu Lys Pro Asn Pro Gly 

20 2S 30 . 

Ser Lys Lys Pro Glu Arg Arg Pro Arg Gly Arg Arg Arg Gly Arg Lys 

35 40 45 

Cys Gly Arg Gly His Lys Gly Glu Arg Gin Arg Gly Thr Arg Pro Arg 

50 - 55 60 

Leu Gly Phe Glu Gly Gly Gin Thr Pro Phe Tyr He Arg He Pro Lys 
65 70 75 80 

Tyr Gly Phe Asn Glu Gly His Ser Phe Arg Arg Gin Tyr Lys Pro Leu 

85 90 95 

Ser Leu Asn Arg Leu Gin Tyr Leu He Asp Leu Gly Arg Val Asp Pro 

100 105 HO 

Ser Gin Pro He Asp Leu Thr Gin Leu Val Asn Gly Arg Gly Val Thr 

115 120 125 

He Gin Pro Leu Lys Arg Asp Tyr Gly Val Gin Leu Val Glu Glu Gly 

130 135 \ 140 

Ala Asp Thr Phe Thr Ala Lys Val Asn He Glu Val Gin Leu Ala Ser 
145 150 155 160 

Glu Leu Ala He Ala Ala He Glu Lys Asn Gly Gly Val Val Thr Thr 

165 170 175 

Ala Phe. Tyr Asp Pro Arg Ser Leu Asp lie Val Cys Lys Pro Val Pro 

180 185 190 

Phe Phe Leu Arg Gly Gin Pro He Pro Lys Arg Met Leu Pro Pro Glu 

195 200 205 

Glu Leu Val Pro Tyr Tyr Thr Asp Ala Lys Asn Arg Gly Tyr Leu Ala 

210 215 220 

Asp Pro Ala Lys Phe Pro Glu Ala Arg Leu Glu Leu Ala Arg Lys Tyr 
225 230 235 240 . 

Gly Tyr He Leu Pro Asp He Thr Lys Asp Glu Leu Phe Lys Met Leu 

245 250 255 

Cys Thr Arg Lys Asp Pro Arg Gin He Phe Phe Gly Leu Ala Pro Gly 

.260 265 ♦ ' 270 

Trp Val Val Asn Met Ala Asp Lys Lys lie Leu Lys Pro Thr Asp Glu 

275 280 ' 285 

Asn Leu Leu Lys Tyr Tyr Thr Ser 
290 295 

<210> 4533 
<211> 968 
<212> DNA 

<213> Homo sapiens 
<400> 4533 

acgcgtgccc agcacatgtg tgcacacgca gatgcaggag agaacacaca ccaccgtctc 
60 
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<210> 4531 

<211> 1414 

<212> DNA 

<213> Homo sapiens 

<400> 4531 

nncacgtggc ctccgagcag ctcagggcgc 
60 

gccggtccct tgcagggcgg tggggcccgg 
120 

gtgagcctgg ccaacttaaa gccgaatccc 
180 

ggtcggagaa gaggtagaaa atgtggcaga 
240 

cggccccgct tgggctttga gggaggccag 
300 

gggtttaacg aaggacatag tttcagacgc 
360 ■ 

cagtatctta ttgatttggg tcgtgttgat 
420 

gtcaatggga gaggtgtgac catccagcca 
480 

gaggagggtg ctgacacctt tacggcaaaa 
540 

ctagctattg ctgccattga aaaaaatggt 
600 

agaagtctgg acattgtatg caaacctgtt 
660 

aaaagaatgc ttccaccaga agaactggta 
720 

tacctggcgg atcctgccaa atttcctgaa 
780 ; 

tatatcttac ctgatatcac taaagatgaa 
840 

ccaaggcaga ttttctttgg tcttgctcca 
900 

atcctaaaac ctacagatga aaatctcctt 
960 

ggaagcagag ttgttaaaga gtactggaat 
1020 

cattttcctt atgtataatt ttccagatgg 
1080 

tcattttcat ctaaaattaa atggcaggaa 
1140 

gtgggttctg tctcaaagat acaaactccc 
1200 

ttttagaata tttctagttt gttttttcag 
1260 

acagatcaga atgaaatgca caagtggaat 
1320 

atgagagcag atggaatgag ttggtgaccc 
1380 

ctacccaatg ccaagatggt aaaccctcac 
1414 



ccttgaaagt tcttggatct gcgggttatg 
gccctggacc tactccgggg cctgccgcgt 
ggctccaaga aaccggagag aagaccaaga 
ggccataaag gagaaaggca aagaggaacc 
actccatttt acatccgaat cccaaaatac 
cagtataagc ctttgagtct caatagactg 
cctagtcaac ctattgactt aacccagctt 
cttaaaaggg attatggtgt ccagctggtt 
gttaatattg aagtacagtt ggcttcagaa 
ggtgttgtta ctacagcctt ctatgatcca 
ccattctttc ttcgtggaca acccattcca 
ccatattaca ctgatgcaaa gaaccgtggg 
gcacgacttg aactcgccag gaagtatggt 
ctcttcaaaa tgctctgtac taggaaggat 
ggatgggtgg tgaatatggc cgataagaaa 
aagtattata cctcatgaat tcccgtccaa 
aggggctgaa ggatctatat tcccttattg 
tgatgttact tttcagtgta ctcatatgtc 
acaaggactg catagagaaa ctgagtctgt 
tgatagtcta tggaaggaaa atgacaacta 
tgatcttttc atccaggcct tgttactgtt 
gggattgacc tgtaggcctg ctctgccgag 
ctcttaatct gtagcctcag ggaaacacgg 
gcgt 



3727 



WO 00/58473 PCT/US00/08621 



145 150 , 155 160 

Pro Pro Pro Trp Leu Ser lie lie Ser Asp Ser Gly Thr Gin Thr Pro 

165 170 175 

Ser Pro Arg Arg Cys Pro Ala Arg Pro Ser Pro Trp Gly Pro Gin Cys 

180 185 " 190 

Trp Arg Gly Gly Arg He Ala Ser Ala Glu Ala Ser Ser Thr 
195 200 205 

<210> 4529 

<211> 546 

<212> DNA 

<213> Homo sapiens 

<400> 4529 

nngagagctg agaggtggaa aatggcgctg acgtgagcgc gaactcgcac tgcccagagg 
60 

gtggccgccg cctaagctgc agccgccgga gccgcagaaa caagaggccg agccgtgtcg 
120 

aagatggagg agaaaccctc agggcccatc ccggacatgc tggccactgc agagcccagc 
180 

tccagtgaga ccgacaagga ggtgttgtcc ccggctgtgc cagctgcagc cccctcctcc 
240 

tccatgtcgg aggagccagg ccctgagcag gcagccacac cgccagtggg gaacgtggag 
300 

gggctggagg gatgcagcag ggctcctccc cagccccaga cagctgccag tctggccccg 
360 

gacccagccc tggcctgacc agcatagtct ccgggaccag cgaggacctg cggcctccca 
420 

gacgacgccc acctccaggg aagcaaatcc cttgctccag ccctggctgc tgcctcagtt 
480 

ttcccagcgt ccgtgacctg gcacagcatc tgcgaaccca ctgcccgccg agccctatgc 
540 

agtctc 
546 

<210> 4530 

<211> 84 

<212> PRT 

<213> Homo sapiens 



<400> 4530 
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20 










25 








30 






Pro 


Ala 


Ala 
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Pro 


Ser 


Ser 


Ser 


Met 


Ser 


Glu 


Glu 


Pro Gly 


Pro 


Glu 






35 










40 










45 






Gin 


Ala 


Ala 


Thr 


Pro 


Pro 


Val Gly Asn Val Glu Gly Leu Glu Gly Cys 




50 










55 










60 








Ser 


Arg 


Ala 


Pro 


Pro 


Gin 


Pro 


Gin 


Thr 


Ala 


Ala 


Ser 


Leu Ala 


Pro 


Asp 


65 








70 










75 








80 


Pro 


Ala 


Leu 


Ala 
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gctgcattta ttgttcccag cccggcgaga aggtgttccc agaaaggttc cttgggtcac 
120 

ctgcccaccc agccttggct ctgggctgcc atgtccccac gggggcagga gagaggcaca 
180 

agtcacagtc aggcaaggga gcctcagcgt cctgggcggt ggctgttggg gtccctccag 
240 

tcttcacctg ggaccctcgg ccaggctggg acagcatcca ggaggcgagg ctgcatggtc 
300 

cagcggtggg tgcaggtggc aacaggtcgg cgggctgtgc aggttccaaa aggagctctc 
360 

gggttggcac tgggtgagac cagccccggg gccagcaggg gaatgagcgg tggagcaggg 
420 

ggttgctggg cactggggtg ggccccatct cctgtccttc cctcatggct gctggaaggg 
480 

1 ccgcctccct ggctcagcat catctcagat tccgggactc aaacaccgtc tcctcgtcgc 
540 

tgtccagcga ggccatctcc gtggggtcct cagtgttggc gaggaggccg tatcgcctcc 
600 

gctgaggctt cttcaaccta aacgcccgga tcaggaagta gagcgcggtc aggccgcaga 
666 

agcccaggat cacg.tagaag gagcgcgtca gcgccgagcc cgacgccccc ggcggacgcg 
720 

tgtgcgtgct gttgtgtggc gcgcccggct ggctcccgtt cgtcacggcc ggcggcggcg 
780 

acaacgtgac ctggcggggg cagcggcgag cctcttcggc accgcacggc agcgccgcca 
840 

gcagcagcgc cagcaggagc agcagcagcg gcggctgcag cacgc 
885 

<210> 4528 ' - 

<211> 206 
<212> PRT 

<213> Homo sapiens 
<400> 4528 

Xaa Phe Phe Phe Phe Phe Phe Phe Phe Phe Phe Phe Phe Phe Phe Phe 

1 5 10 15 

Cys Arg Asp Met Ala Ala Phe lie Val Pro Ser Pro Ala Arg Arg Cys 

20 25 30' 

Ser Gin Lys Gly Ser Leu Gly His Leu Pro Thr Gin Pro Trp Leu Trp 

35 40* 45 

Ala Ala Met Ser Pro Arg Gly Gin Glu Arg Gly Thr Ser His Ser Gin 

50 55 60 

Ala Arg Glu Pro Gin Arg Pro Gly Arg Trp Leu Leu Gly Ser Leu Gin 
65 " 70 75 80 

Ser Ser Pro Gly Thr Leu Gly Gin Ala Gly Thr Ala Ser Arg Arg Arg 

85 90 95 

Gly Cys Met Val Gin Arg Trp Val Gin Val Ala Thr Gly Arg Arg Ala 

100 105 110 

Val Gin Val Pro Lys Gly Ala Leu Gly Leu Ala Leu Gly Glu Thr Ser 

115 120 125 

Pro Gly Ala Ser Arg Gly Met Ser Gly Gly Ala Gly Gly Cys Trp Ala 

130 135 140 

Leu Gly Trp Ala Pro Ser Pro Val Leu Pro Ser Trp Leu Leu Glu Gly 
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<400> 4526 

Xaa Asn His Gly He Leu Gin Ala Leu Thr Thr Glu Ala Tyr Glu Trp 

! ,5 10- 15 

Glu Pro Arg Val Val Ser Thr Glu Val Val Arg Ala Gin Glu Glu Trp 

20 25 3P 

Glu Ala Val Asp Thr He Gin Pro Glu Thr Gly Ser Gin Ala* Ser Ser 

35' 40 45 

Glu Gin Pro Gly Gin Leu He Ser Phe Ser Glu Ala Leu Gin His Phe 

50 55 60 

Gin Thr Val Asp Leu Ser Pro Phe Lys Lys Arg He Gin Pro Thr He 
65 70 75 . 80 

Arg Arg Thr Gly Leu Ala Ala Leu Arg His Tyr Leu Phe Gly Pro Pro 

85 90 95 

Lys Leu His Gin Arg Leu Arg Glu Glu Arg Asp Leu Val Leu Thr He 

100 105 HO 

Ala Gin Cys Gly Leu Asp Ser Gin Asp Pro Val His Gly Arg Val Leu 

115 120 125 

Gin Thr He Tyr Lys Lys Leu Thr Gly Ser Lys Phe Asp Cys Ala Leu 

130 135 140 

His Gly Asn His Trp Glu Asp Leu Gly Phe Gin Gly Ala Asn Pro Ala 
145 150 155 160 

Thr Asp Leu Arg Gly Ala Gly Phe Leu Ala Leu Leu His Leu Leu Tyr 

165 170 175 

Leu Val Met Asp Ser Lys Thr Leu Pro Met Ala Gin Glu He Phe Arg 

180 185 190 

Leu Ser Arg His His He Gin Gin Phe Pro Phe Cys Leu Met Ser Val 

195 200 205 

Asn He Thr His He Ala He Gin Ala Leu Arg Glu Glu Cys Leu Ser 

210 215 220 

Arg Glu Cys Asn Arg Gin Gin Lys Val He Pro Val Val Asn Ser Phe 
225 230 235 240 

Tyr Ala Ala Thr Phe Leu His Leu Ala His Val Trp Arg Thr Gin Arg 

245 250 255 

Lys Thr He Ser Asp Ser Gly Phe Val Leu Lys Gly Val Leu Phe Leu 

260 265 270 

Leu Gly Arg Pro Arg Leu Asn Ala Gin Cys Pro Arg Ser Arg Glu Pro 

275 280 285 

Lys Val val Ala Arg Leu Val Leu Ala Ala Val Leu Pro His Pro His 

290 295 300 

Phe Leu Lys Phe Gin Leu Thr . Lys He Ser He Thr His Pro Leu Glu 
305 310 315 320 

Ser Ala Ser Ser Pro Phe Ser Ala Leu Thr Val Ala Leu Phe Trp Ser 

325 330 335 

Tyr Thr Tyr Asp Lys His He Phe 
340 



<210> 4527 
<211> 885 
<212> DNA 

<213> Homo sapiens 
<400> 4527 

nntttttttt tttttttttt tttttttttt tttttttttt tttttttttg cagagacatg 
60 
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cgccttcggg aagaaaggga cttggtcctg accattgctc agtgtggcct ggatagccaa 
360 

gacccagtgc atggccgagt cctccagacc atctataaga agctgaccgg ctccaagttt 
420 

gactgtgccc ttcatggaaa ccactgggag gacctgggct ttcagggagc gaatccagcc 
480 

acagacctga gaggcgcagg cttccttgcc ctcctgcatc tgctctacct agtgatggac 
540 

tcaaagacct tgccgatggc gcaggagatt ttccgcctgt ctcgtcacca catccagcaa 
600 

ttccctttct gtttgatgtc cgtgaacatc acccacattg ccatccaggc cttgagagag 
660 

gagtgtctct ccagagagtg taatcggcag cagaaggtca tccccgtggt gaacagcttc 
720 

tatgccgcca cattcctcca cctcgcacat gtctggagga cacagcggaa gaccatctca 
780 

gactcgggct ttgtcctcaa aggtgtgctc tttcttctgg ggaggcctag gctgaatgca 
840 

cagtgtccca ggtccagaga gcccaaggtg gttgctagac tggttttggc tgcagttctt 
900 

ccccatccac actttctcaa attccagctt accaaaatct ccatcaccca ccccctggag 
960 

tctgctagtt ctcctttctc tgccctgact gtcgcccttt tctggtctta tacttatgac 
1020 

aagcatatat tctgatcaaa aattgggagc cagggtccaa tagttggact attcaaagtt 
1080 

gcaattgtgc agacaaggta gagtgtgtgg tccctgtggc tgtagctggc tccctagcct 
1140 

acctctctgg tgatctctcc atctgaggct ccttcacttt ctctccatgg gataggggtt 
1200 

gggggtactc cctagagctg ctaggcttga ggccttgact gttgtgtcac ccagagcccc 
1260 

ctcaagcctt ctgctcccca attctctctg ttgcagagt't ggaagtattg gccaagaaga 
1320 

gcccacggcg ggctgctcaa gaccctggag ctgtacttgg ccagggtgtc aaagggacag 
1380 

gcctccttgt tgggagcaca gaagtgctat gggccagaag cccctccctt caaggatctc 
1440 

accttcacag gtgagagtga cctgcagtct cactcatccg aaggcgtatg gctgatctga 
1500 

cctccgagat gaatggaggc ttaaaggctg agctgcaggg gctttcaggg ggtcagtgga 
1560 

gccatgtcag gagcctggcc aggccgcacc ccttgctgtc tcagcagatg ggatatagga 
1620 

agctcctggg cttagctgtg ggaagccaag taccctcacc ggcatgggac atgaggggca 
1680 

gctagacttc acccccttcc cgcagacctg cctccagagc aaggagaatt c 
1731 

<210> 4526 
<211> 344 
<212> PRT 

<213> Homo sapiens 
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<213> Homo sapiens 
<400> 4524 

Ala Leu Tyr He Leu Val Cys Thr Arg Asp Ser Ser Ala Arg Leu. Leu 

1 5 10 15 

Glv Lvs Thr Lys Asp Thr Pro Arg Leu Ser Leu Xaa Leu Val He Leu 

.20 25 30 

Gly Val He Phe Met Asn Gly Asn Arg Ala Ser Glu Ala Val Leu Trp 

35 40 45 

Glu Ala Leu Arg Lys Met Gly Leu Arg Pro Gly Val Arg His Pro Phe. 

50 55 60 

Leu Gly Asp Leu Arg . Lys Leu He Thr Asp Asp Phe Val Lys Gin Lys 
65 70 75 80 

Tyr Leu Glu Tyr Lys Lys He Pro Asn Ser Asn Pro Pro Glu Tyr Glu 

85 90 95 

Phe Leu Trp Gly Leu Arg Ala Arg His Glu Thr Ser Lys Met Arg Val 

100 105 HO 

Leu Arg Phe He Ala Gin Asn Gin Asn Arg Asp Pro Arg Glu Trp Lys 

115 120 125 

Ala His Phe Leu Glu Ala Val Asp Asp Ala Phe Lys Thr Met Asp Val 

130 135 140 

Asp Met Ala Glu Glu His Ala Arg Ala Gin Met Arg Ala Gin Met Asn 
145 150 155 I" 

He Gly Asp Glu Ala Leu He Gly Arg Trp Ser Trp Asp Asp He Gin 

165 170 175 

Val Glu Leu Leu- Thr Trp Asp Glu Asp Gly Asp Phe Gly Asp Ala Trp 

180 185 190 

Ala Arg lie Pro Phe Ala Phe Trp Ala Arg Tyr His Gin. Tyr He Leu 

195 200 205 

Asn Ser Asn Arg Ala Asn Arg Arg Ala Thr Trp Arg Ala Gly Val Ser 

210 215 220 

Ser Gly Thr Asn Gly Gly Ala Ser Thr Ser Val Leu Asp Gly Pro Ser 
225 230 235 240 

Thr Ser Ser Thr He Arg Thr Arg Asn Ala Ala Arg Ala Gly Ala Ser 

245 250. 255 

Phe Phe Ser Trp He Gin 
260 

<210> 4525 
<211> 1731 
<212> DNA 

<213> Homo sapiens 
<400> 4525 

nngaaccatg gcattctcca ggctctgacc acagaagctt atgaatggga gccacgtgtt 
60 

gtgagtacag aggtggtcag agcccaagaa gaatgggaag ctgtggacac catccagcca 
120 

gagacaggga gccaagctag . ctcagagcag cctgggcagc taatctcctt cagtgaggcc 
180 

ctgcagcact tccagactgt ggacctttcc cccttcaaga aaagaatcca gccaactatt 
240 

cgaaggactg ggctcgccgc cctccgacac tacctcttcg ggcctccaaa gctccaccag 
300 
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130 135 140 

Gly Ala Leu Ser Leu His Leu Pro Glu Gly Arg Asn Ala Val Ser Leu 
145 150 155 160 

Gin His Arg Arg Asn Thr Ser Glu Lys Lys Ser Ser Arg Lys Val Glu 

165 170 175 

Asn Lys Glu Met Glu Tyr lie Tyr Glu Asn Tyr Tyr He 
180 . 185 

<210> 4523 

<211> 1022 

<212> DNA 

<213> Homo sapiens 

<400> 4523 

gcactgtata ttcttgtctg cacacgggac tcctcagctc gcctccttgg aaaaaccaag 
60 

gacactccca ggctgagtct cntcttggtg attctgggcg t cat ct teat gaatggcaac 
120 

cgtgccagcg aggctgtcct ctgggaggca etaegcaaga tgggactgcg ccctggggtg 
180 

aggcacccat tcctcggcga tctgaggaag ctcatcacag atgactttgt gaagcagaag 
240 

tacctggaat acaagaagat ccccaacagc aacccacctg agtatgaatt cctctggggc 
300 

ctgcgagccc gecatgagae cagcaagatg agggtcctga gattcatege ccagaatcag 
360 . 

aaccgagacc cccgggaatg gaaggctcat ttcttggagg ctgtggatga tgctttcaag 
420 

acaatggatg tggatatggc cgaggaacat gccagggccc agatgagggc ccagatgaat 
480 

ateggggatg aagegctgat tggacggtgg agctgggatg acatacaagt cgagctcctg 
540 

acctgggatg aggaeggaga ttttggcgat gcctgggcca ggatcccctt tgctttctgg 
600 

gccagatacc atcagtacat tctgaatagc aaccgtgcca acaggagggc cacgtggaga 
660 

getggegtea gcagtggcac caatggaggg gccagcacca gegtcctaga tggccccagc 
720 . 

accagctcca ccatccggac cagaaatget gecagagctg gcgccagctt cttctcctgg 
780 

atccagtagg agtttcggca ccgttgacga actgeagega tcttactggc caagecagag 
840 

cgcctcctct cagattcctt ctcgacacag caccctaggc ggcttcttcc tgtcagtegg 
900 

aggtggcatg caagatgaag ctctctttgc tcttcctgct ttcattttgt gcttttcctt 
960 

gtgttttcat gttttgggta tcagtgttac attaaagttg caaaattaaa aaaaaaaaaa 

1020 

aa 

1022 

<210> 4524 
<211> 262 
<212> PRT 
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ataacttgct taccaccaaa gatgcttgct ctaagaactg tgaagggatt caagaggaaa 
240 

agtacaccca, gagagggctc atacatgtcc tctccccctc ctcctccacc accaggacac 
300 

acagaaactg cctcctcttt tcagccctct cccttctcag ctgactttga gctacaaata 
360 

tcccttctct acttggagag ccccatttca ttacaggaat ttgctttgag ttttattatc 
420 

attttagtct atgtcttaga ttgggctgct ataacaaggt gccataggct gagcggctta 
480 

aacaacaaac actcatatcc cacagttaca gaggctgaga agcctggggt caaggtacca 
540 

gcatggtctg attctgttct ggaggctggg aaatccaaga tggaagcact ggtaggtttg 
600 

gtgtctggga gggcttctct ctgcttccaa gatggtgcct tgtcgctgca tcttccagag 
66.0 

ggaaggaatg ctgtgtcctt gcagcacaga agaaacacat ctgaaaagaa atcaagcaga 
720 

aaagttgaaa ataaagagat ggaatatata tatgaaaact actacatata ggaagggatg 
780 

tagcaaagac acagagagaa tataatttaa ggcaaaaagc ttcaatagga tttcaaagca 
840 

aaccttgcat actaaaaaaa ggaaaccaaa aataaaccaa aagaaaccga aaaccatgaa 
900 

cttgcaggag aattttccaa agccgtaatt ataatgagag tgtttttaag tctataagaa 
960 

attaatatat caaacaaata aagattaata agaatttgga atttgtatga aatggcaaag 
1020 

gaaaagccag gcgtggtggc ttacgcctgt aatgccagca ctttgggagg c 
1071 

<210> 4522. 

<211> 189 

<212> PRT 

<213> Homo- sapiens 

<400> 4522 

Met Leu Ala Leu Arg Thr Val Lys Gly Phe Lys Arg Lys Ser Thr Pro 

1 5 10 15 

Arg Glu Gly Ser Tyr Met Ser Ser Pro Pro Pro Pro Pro Pro Pro Gly 

20 25 30 

His Thr Glu Thr Ala Ser Ser Phe Gin Pro Ser Pro Phe Ser Ala Asp 

35 40 45 

Phe Glu Leu Gin lie Ser Leu Leu Tyr Leu Glu Ser Pro lie Ser Leu 

. 50 55 60 

Gin Glu Phe Ala Leu Ser Phe He He He Leu Val Tyr Val Leu Asp 
65 70 75 80 

Trp Ala Ala He Thr Arg Cys His Arg Leu Ser Gly Leu Asn Asn Lys 

85 90 95 

His Ser Tyr Pro Thr Val Thr Glu Ala Glu Lys Pro Gly Val Lys Val 

100 105 HO 

Pro Ala Trp Ser Asp Ser Val Leu Glu Ala Gly Lys Ser Lys Met Glu 

115 120 125 

Ala Leu Val Gly Leu Val Ser Gly Arg Ala Ser Leu Cys Phe Gin Asp 
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290 










295 










300 








Trp' 


Ser 


Pro 


Cys 


Ser 


Lys 


Thr 


Cys 


His 


A S P 


Met 


Val 


Ser 


Pro Ala Gly 


305 










310 










315 








320 


Thr 


Arg 


Val 


Arg 


Thr Arg 


Thr 


He 


Arg 


Gin 


Phe 


Pro 


He 


Gly 


Ser Glu 










325 










330 










335 


Lys 


Glu 


Cys 


Pro 


Glu 


Phe 


Glu 


Glu 


Lys 


Glu 


Pro 


Cys 


Leu 


Ser 


Gin Gly 








34 0 










345 










350 




Asp 


Gly 


Val 


Val 


Pro 


Cys 


Ala 


Thr 


Tyr 


Gly 


Trp 


Arg 


Thr 


Thr 


Glu Trp 






355 










360 










365 






Thr 


Glu 


Cys 


Arg 


Val 


Asp 


Pro 


Leu 


Leu 


Ser 


Gin Gin Asp 


Lys 


Arg Arg 




370 










375 










380 








Gly 


Asn 


Gin 


Thr 


Ala 


Leu 


Cys 


Gly 


Gly 


Gly 


He 


Gin 


Thr 


Arg 


Glu Val 


385 










390 










395 








400 


Tyr 


Cys 


Val 


Gin 


Ala 


Asn 


Glu 


Asn 


Leu 


Leu 


Ser 


Gin 


Leu 


Ser 


Thr His 










405 










410 










415 


Lys 


Asn 


Lys 


Glu 


Ala 


Ser 


Lys 


Pro 


Met 


Asp 


Leu 


Lys 


Leu 


Cys 


Thr Gly 








420 










425 










430 




Pro 


He 


Pro 


Asn 


Thr 


Thr 


Gin 


Leu 


Cys 


His 


He 


Pro 


Cys 


Pro 


Thr Glu 






435 










440 










445 






Cys 


Glu 


Val 


Ser 


Pro 


Trp 


Ser 


Ala 


Trp 


Gly 


Pro 


Cys 


Thr 


Tyr 


Glu Asn 




450 










455 










460 








Cys 


Asn 


Asp 


Pro 


Gin Gly 


Lys 


Lys 


Gly 


Phe 


Lys 


Leu 


Arg 


Lys 


Arg Arg 


465 










470 










475 








480 


He 


Thr 


Asn 


Glu 


Pro 


Thr 


Gly 


Gly 


Ser 


Gly 


Leu 


Thr 


Gly 


Asn 


Cys Pro 










485 










490 










495 


His 


Leu 


Leu 


Glu 


Ala 


He 


Pro 


Cys 


Glu 


Glu 


Pro 


Ala 


Cys 


Tyr 


Asp Trp 








500 










505 










510 




Lys 


Ala 


Val 


Arg Leu Gly 


Asp 


Cys 


Glu 


Pro 


Asp 


Asn 


Gly 


Lys 


Glu Cys 






515 










520 










525 






Gly 


Pro 


Gly 


Thr 


Gin 


Val 


Gin 


Glu 


Val 


Val 


Cys 


He 


Asn 


Ser 


Asp Gly 




530 










535 










540 








Glu 


Glu 


Val 


Asp 


Arg 


Gin 


Leu 


Cys 


Arg 


Asp 


Ala 


He 


Phe 


Pro 


lie Pro 


545 










550, 










555 








560 


Val 


Ala 


Cys 


Asp 


Ala 


Pro 


Cys 


Pro 


Lys 


Asp 


Cys 


Val 


Leu 


Ser 


Thr Trp 










565 










570 










575 


Ser 


Thr 


Trp 


Ser 


Ser Cys 


Ser 


His 


Thr 


Cys 


Ser 


Gly Lys 


Thr 


Thr Glu 








5B0 










585 










590 




Gly 


Lys 


Gin 


He 


Arg 


Ala 


Arg 


Ser 


lie 


Leu 


Ala 


Tyr 


Ala 


Gly Glu Glu 






595 










600 










605 






Gly 


Glu 


Ser 


Pro 


Ala 


Ser 


Asp 


Ala 


lie 















610 615 



<210> 4521 

<211> 1071 

<212> DNA 

<213> Homo sapiens 

<400> 4521 

nagattccta taaaggatca tgaattagat gggtagtaga tttatccaca atgataaaga 
60 

tcagaagaaa tgaaataatg ccttcaaacg actgaggaaa aataattatt aacctataat 
120 

ttataccaat ataaacaatt actcaggaaa aaaagaaaat aaaaacttgc aagggctaaa 
180 
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gaaggtgagt cgccagcttc agacgccatc taggttcgtt tcaaaagtta gtgtgcatct 
2100 

tttttgtgta gcctggaaaa gatgatattc tatgaaagtc aacaaccaga aattcagcca 
2160 

tccaagattt aatatctgtt gatgtgttga gcaatttgat tctgtccccc aaaattaatc 
2220 

ttgaaaatgg atctctaaca aaggagaaag actttttaaa agtgaactca ttttgctttt 
2280 

-tcctaccacc ttaatatata tttaactctt tgctccaaaa aaaaaa 
2326 

<210> 4520 , 
<211> 617 
<212> PRT 

<213> Homo sapiens 
<400> 4520 

Pro Trp Gly Arg Cys Met Gly Asp Glu Cys Gly Pro Gly Gly lie Gin 

15 10 15 

Thr Arg Ala Val Trp Cys Ala His Val Glu Gly Trp Thr Thr Leu His 

20 t 25 30 

Thr Asn Cys Lys Gin Ala Glu Arg Pro Asn Asn Gin Gin Asn Cys Phe 

35 40 45 

Lys Val Cys Asp Trp His Lys Glu Leu Tyr Asp Trp Arg Leu Gly Pro 

50 55 60 

Trp Asn Gin Cys Gin Pro Val lie Ser Lys Ser Leu Glu Lys Pro Leu 
65 70 75 80 

Glu Cys lie Lys Gly Glu Glu Gly He Gin Val Arg Glu He Ala Cys 

85 90 95 

He Gin Lys Asp Lys Asp lie. Pro Ala Glu Asp He He Cys Glu Tyr 

100 105 HO 

Phe Glu Pro Lys Pro Leu Leu Glu Gin Ala Cys Leu He Pro Cys Gin 

115 120 125 

Gin Asp Cys He Val Ser Glu Phe Ser Ala Trp Ser Glu Cys Ser Lys 

130 135 140 

Thr Cys Gly Ser Gly Leu Gin His Arg Thr Arg His Val Val Ala Pro 
145 150 155 160 

Pro Gin Phe Gly Gly Ser Gly Cys Pro Asn Leu Thr Glu Phe Gin Val 

165 170 175 

Cys Gin Ser Ser Pro Cys Glu Ala Glu Glu Leu Arg Tyr Ser Leu His 

180 185 190 

Val Gly Pro Trp Ser Thr Cys Ser Met Pro His Ser Arg Gin Val Arg 

195 200 205 

Gin Ala Arg Arg Arg Gly Lys Asn Lys Glu Arg Glu Lys Asp Arg Ser 

210 215 220 

Lys Gly Val Lys Asp Pro Glu Ala Arg Glu Leu lie Lys Lys Lys Arg 
225 230 235 240 

Asn Arg Asn Arg Gin Asn Arg Gin Glu Asn Lys Tyr Trp Asp He Gin 

245 250 255 

He Gly Tyr Gin Thr Arg Glu Val Met Cys He Asn Lys Thr Gly Lys 

260 265 270 

Ala Ala Asp Leu Ser Phe Cys Gin Gin Glu Lys Leu Pro Met Thr Phe 

275 280 285 

Gin Ser Cys Val He Thr Lys Glu Cys Gin Val Ser Glu Trp Ser Glu 
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tgtcagcccg tgatttcaaa aagcctagag aaacctcttg agtgcattaa gggggaagaa 
480 

ggtattcagg tgagggagat agcgtgcatc cagaaagaca aagacattcc tgcggaggat 
540 

atcatctgtg agtactttga gcccaagcct ctcctggagc aggcttgcct cattccttgc 
600 

cagcaagatt gcatcgtgtc tgaattttct gcctggtccg aatgctccaa gacctgcggc 
660 

agcgggctcc agcaccggac gcgtcatgtg gtggcgcccc cgcagttcgg aggctctggc 
720 

tgtccaaacc tgacggagtt ccaggtgtgc caatccagtc catgcgaggc cgaggagctc 
780 

aggtacagcc tgcatgtggg gccctggagc acctgctcaa tgccccactc ccgacaagta 
840 

agacaagcaa ggagacgcgg gaagaataaa gaacgggaaa aggaccgcag caaaggagta 
900 

aaggatccag aagcccgcga gcttattaag aaaaagagaa acagaaacag gcagaacaga 
960 

caagagaaca aatattggga catccagatt ggatatcaga ccagagaggt tatgtgcatt 
1020 

aacaagacgg ggaaagctgc tgatttaagc ttttgccagc aagagaagct tccaatgacc 
1080 

ttccagtcct gtgtgatcac caaagagtgc caggtttccg agtggtcaga gtggagcccc 
1140 

tgctcaaaaa catgccatga catggtgtcc cctgcaggca ctcgtgtaag gacacgaacc 
1200 

atcaggcagt ttcccattgg cagtgaaaag gagtgtccag aatttgaaga aaaagaaccc 
1260 . - 

tgtttgtctc aaggagatgg agttgtcccc tgtgccacgt atggctggag aactacagag 
1320 

tggactgagt gccgtgtgga ccctttgctc agtcagcagg acaagaggcg cggcaaccag 
1380 

acggccctct gtggaggggg catccagacc cgagaggtgt actgcgtgca ggccaacgaa 
1440 - 

aacctcctct cacaattaag tacccacaag aacaaagaag cctcaaagcc aatggactta 
1500 

aaattatgca ctggacctat ccctaatact acacagctgt gccacattcc ttgtccaact 
1560 

gaatgtgaag tttcaccttg gtcagcttgg ggaccttgta cttatgaaaa ctgtaatgat 
1620 

ccgcaaggga aaaaaggctt caaactgagg aagcggcgca ttaccaatga gcccactgga 
1680 

ggctctgggt taaccggaaa ctgccctcac ttactggaag ccattccctg tgaagagcct 
1740 

gcctgttatg actggaaagc ggtgagactg ggagactgcg agccagataa cggaaaggag 
1800 

tgtggtccag gcacgcaagt tcaagaggtt gtgtgcatca acagtgatgg agaagaagtt 
1860 

gacagacagc tgtgcagaga tgccatcttc cccatccctg tggcctgtga tgccccatgc 
1920 

ccgaaagact gtgtgctcag cacatggtct acgtggtcct cctgctcaca cacctgctca 
1980 

gggaaaacga cagaagggaa acagatacga gcacgatcca ttctggccta tgcgggtgaa 
2040 
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390 395 



His 


Leu 


Ala 


Ala 


Phe 


He 


Asn 


Lys 


Phe 


Val 


Gin 


Phe 


He 


His 


Lys 


Tyr 










405. 










410 










415 




He 


Thr 


Tyr 


Asn 


Ala 


Pro 


Ala 


Ala 


He 


Ser 


Phe 


Leu 


Gin 


Lys 


His. 


Ala 






420 










425 










430 






Asp 


Pro 


Leu 


His 


Asp 


Leu 


Ser 


Phe 


Asp 


Asn 


Ser 


Asp 


Leu 


Val 


Met 


Leu 




435 










440 










445 








Lys 


Ser 


Leu 


Leu. 


Ala 


Gly 


Leu 


Ser 


Leu 


Pro 


Ser 


Arg 


Asp Asp Arg 


Thr 


4 50 










455 










460 










Asp Arg Gly 


Leu 


Asp 


Glu 


Glu 


Gly 


Glu 


Glu 


Glu 


Ser 


Ser 


Ala Gly 


Ser 


465 










470 










475 










480 


Leu 


Pro 


Leu 


Val 


Ser 


Val 


Ser 


Leu 


Phe 


Thr 


Pro 


Leu 


Thr 


Ala 


Ala 


Glu 










485 










490 










495 




Met 


Ala 


Pro 


Tyr 


Met 


Lys 


Arg 


Leu 


Ser Arg Gly Gin 


Thr 


Val 


Glu 


Gly 








500 










505 










510 






Glu 


Ser Gly Pro 


Ala 


Ser 


Pro 


Thr 


Pro 


ASp 


Leu 


Leu 


Glu 


Val 


Leu 


Ser 






515 










520 










525 








Asp 


He 


Asp 


Glu 


Met 


Ser 


Arg 


Arg 


Arg 


Pro 


Glu 


He 


Leu 


Ser 


Phe 


Phe 




530 










535 










54 0 










Ser 


Thr 


Asn 


Leu 


Gin Arg 


Leu 


Met 


Ser 


Ser 


Ala 


Glu 


Glu 


Cys 


Cys 


Arg 


545 










550 










555 










560 


Asn 


Leu 


Ala 


Phe 


Ser 


Leu 


Ala 


Leu 


Arg 


Ser 


Met 


Gin 


Asn 


Ser 


Pro 


Ser 










565 










570 










575 




He 


Ala 


Ala 


Ala 


Phe 


Leu 


Pro 


Thr 


Phe 


Met 


Tyr 


Cys 


Leu Gly Ser 


Gin 








580 










585 










590 






Asp 


Phe 


Glu 


Val 


Val 


Gin 


Thr 


Ala 


Leu 


Arg 


Asn 


Leu 


Pro 


Glu 


Tyr 


Ala 




595 










600 










605 








Leu 


Leu 


Cys 


Gin 


Glu 


His 


Ala 


Ala 


Val 


Leu 


Leu 


His 


Arg 


Ala 


Phe 


Leu 




610 










615 










620 










Val 


Gly Met 


Tyr 


Gly Gin 


Met 


Asp 


Pro 


Ser 


Ala 


Gin 


He 


Ser 


Glu 


Ala 


625 










630 










635 










640 


Leu 


Arg 


He 


Leu 


His 


Met 


Glu 


Ala 


Val 


Met 















645 650 

<210> 4519 
<211> 2326 
<212>* DNA 

<213> Homo sapiens 
<400> 4519 

gacagagtgc agccttttcc tcccctaata gaaaagccat tgccctcttt tcctccccta 
60 

atagaaaagc cattgccctc ttttcctcca cccttaagaa gacctgcatc tgttggacca 
120 

acagacaact atccggctta cggccagggg agcccctgca gctgcacaga accagtttct 
180 

tatgtatctg gcggtaattg ggaaagcttc tgagaaagtc catggggccg atgtatggga 
240 

gatgaatgtg gtcccggagg catccaaacg agggctgtgt ggtgtgctca tgtggaggga . 
300 

tggactacac tgcatactaa ctgtaagcag gccgagagac ccaataacca gcagaattgt 
360 

ttcaaagttt gcgattggca caaagagttg tacgactgga gactgggacc ttggaatcag 
420 
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<211> 650 
<212> PRT 

<213> Homo sapiens 



<400> 4518 

Thr Ser Ser Arg Ser Arg Ala Glu Leu Leu Thr Ala Phe Phe Ser Ala 

15 10 15 

Thr Ala Asp Ala Ala Ser Pro Phe Pro Ala Cys Lys Pro Val .Val Val 

20 25 . 30 

Val Ser Ser Leu Leu Leu Gin Glu Glu Glu Pro Leu Ala Gly Gly Lys 

35- 40 .45 

Pro Gly Ala Asp Gly Gly Ser Leu Glu Ala Val Arg Leu Gly Pro Ser 

50 55 60 

Ser Gly Leu Leu Val Asp Trp Leu Glu Met Leu Asp Pro Glu Val Val 
65 70 75 80 

Ser Ser Cys Pro Asp Leu Gin Leu Arg Leu Leu Phe Ser Arg Arg Lys 

85 90 95 

Gly Lys Gly Gin Ala Gin Val Pro Ser Phe Arg Pro Tyr Leu Leu Thr 

100 105 110 

Leu Phe Thr His Gin Ser Ser Trp Pro Thr Leu His Gin Cys He Arg 

115 120 - 125 

Val Leu Leu Gly Lys Ser Arg Glu Gin Arg Phe Asp Pro Ser Ala Ser 

130 135 140 

Leu Asp Phe Leu Trp Ala Cys He His Val Pro Arg He Trp Gin Gly 
145 150 155 160 

Arg Asp Gin Arg Thr Pro Gin Lys Arg Arg Glu Glu Leu Val Leu Arg 

165 170 175 

Val Gin Gly Pro Glu Leu He Ser Leu Val Glu Leu He Leu Ala Glu 

180 185 190 

Ala Glu Thr Arg Ser Gin Asp Gly Asp Thr Ala Ala Cys Ser Leu lie 
195 v 200 205 

. Gin Ala Arg Leu Pro Leu Leu Leu Ser Cys Cys Cys Gly Asp Asp Glu 
210 215 220 

Ser Val Arg Lys Val Thr Glu His Leu Ser Gly Cys He Gin Gin Trp 
225 230 235 240 

Gly Asp Ser Val Leu Gly Arg Arg Cys Arg Asp Leu Leu Leu Gin Leu 

245 250 255 

Tyr Leu Gin Arg Pro Glu Leu Arg Val Pro Val Pro Glu Val Leu Leu 

260 265 270 

His Ser Glu Gly Ala Ala Ser Ser Ser Val Cys Lys Leu Asp Gly Leu 

275 280 285 

He His Arg Phe He Thr Leu Leu Ala Asp Thr Ser Asp Ser Arg Ala 

290 295 300 

Leu Glu Asn Arg Gly Ala Asp Ala Ser Met Ala Cys Arg Lys Leu Ala 
305 310 315 320 

Val Ala His Pro Leu Lieu Leu Leu Arg His Leu Pro Met He Ala Ala 

325 330 335 

Leu Leu His Gly Arg Thr His Leu Asn Phe Gin Glu Phe Arg Gin Gin 

340 345 350 

Asn His Leu Ser Cys Phe Leu His Val Leu Gly Leu Leu Glu Leu Leu 

355 360 365 

Gin Pro His Val Phe Arg Ser Glu His Gin Gly Ala Leu Trp Asp Cys 

370 375 380 

Leu Leu Ser Phe He Arg Leu Leu Leu Asn Tyr Arg Lys Ser Ser Arg 
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ggagacagcg 
780 

ccggagctgc 
840 

agcgtctgca 
900 

gactcccggg 
960 

gtggcgcacc 
1020 

cgcacccacc 
1080 

gtgctgggcc 
1140 

ctgtgggact 
1200 

catctggctg 
. 1260 
gccccagcag 
1320 

gacaacagtg 
1380 

gacgacagga 
1440 

ttgcccctgg 
1500 

atgaaacggc 
1560 

ccagatctgc 
1620 

ctgagcttct 
1680 
- aacctcgcct 
1740 

ttcctgccca 
1800 

ctccggaacc 
1860 

cgggccttcc 
1920 

ctgaggatcc 
1980 

ccccggcccg 
2040 

tggtctgtcc 
2100 

ctccgagccc 
2160 

tcattcacct 
2220 

gggctggttt 
2275 



tgctgggcag 
gggtgcccgt 
agctggacgg 
cgttggagaa 
cgctgctgct 
tcaacttcca 
tgctggagct 
gccttctgtc 
ccttcatcaa 
ccatctcctt 
acctggtgat 
ccgaccgagg 
tcagcgtctc 
tttcccgggg 
tggaggttct 
tctcgaccaa 
tcagcctggc 
cgttcatgta 
tgcctgagta 
tggtgggcat 
tgcatatgga 
tcccgtcccc 
gaggaggtga 
tggggtggct 
tctgggccac 
tgaatgaaac 



gcgctgccga 
gcctgaggtc 
actcatccac 
ccgaggggcg 
gctcaggcac 
ggagttccgg 
gctgcagccg 
cttcatccgc 
caagtttgtg 
cctgcagaag 
gctgaaatcc 
cctggacgaa 
cctgttcacc 
ccaaacggtg 
gagtgacata 
cctgcagcgg 
cctgcgctcc 
ctgcctgggc 
cgctctcctg 
gtacggccag 
ggccgtgatg 
ggggatcctc 
gggcgccgag 
ccgggccggc 
agccctgccg 
gacctgaact 



gaccttctcc 
ctactgcaca 
cgcttcatca 
gatgccagca 
ctgcccatga 
cagcagaacc 
cacgtgttcc 
ctgctgctga 
cagttcatcc 
cacgccgacc 
ctccttgcag 
gagggcgagg 
cctctgaccg 
gagggtgagt 
gacgagatgt 
ctgatgagct 
atgcagaaca 
agccaggact 
tgccaagagc 
atggacccca 
tgagcctgtg 
gaggcaaagc 
ccctgaggcc 
cgctggcatc 
cggagcggcg 
gtcaaaaaaa 



tgcagctcta 
gcgaaggggc 
cgctccttgc 
tggcctgccg 
tcgcggcgct 
acctgagctg 
gcagcgagca 
attacaggaa 
ataagtacat 
cgctccacga 
ggctcagcct 
aggagagctc 
cggccgagat 
caggccctgc 
cccggcggag 
cggccgagga 
gccccagcat 
ttgaggtggt 
acgcggctgt 
gcgcgcagat 
gcagccgacc 
ccaggaagcg 
aggcaggccc 
aggggccgtc 
gatccccccg 
aaaaaaaaaa 



cctacagcgg 
tgccagcagc 
ggacaccagc 
gaagctggcg 
cctgcacggc 
cttcctgcac 
ccagggggcg 
gtcctcccgc 
tacctacaat 
cctgtccttc 
gcccagcagg 
agccggctcc 
ggccccctac 
ttcacccacg 
acccgagatc 
gtgttgccgc 
tgcagccgct 
gcagacggcc 
gctgctccac 
ctccgaggcc 
cccctccaag 
tgggcgttgc 
aggagcaata 
cagcaagccc 
ggcatggcct 
aaaaa 
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725 










730 










735 




Pro 


Lys 


Leu 


Asn 


Ala 


Phe 


He 


Met 


Asp 


Lys 


. Ser 


Leu 


Leu 


Asp 


Tyr 


Glu 








740 










745 










750 






Val 


Ser 


He 


Asp 


Ala 


Asp 


Cys 


Lys 


Leu 


Leu 


Thr 


Val 


Gly Lys 


Pro 


Phe 






755 










760 










765 








Ala 


He 


Glu 


Gly 


Tyr 


Gly 


He 


Gly 


Leu 


Pro 


Gin 


Asn 


Ser 


Pro 


Leu 


Thr 




770 










775 










780 










Ser 


Asn 


Leu 


Ser 


Glu 


Phe 


He 


Ser 


Arg 


Tyr 


Lys 


Ser 


Ser Gly Phe 


He 


785 










790 










795 










800 


Asp 


Leu 


Leu 


His 


Asp 


Lys 


Trp 


Tyr 


Lys 


Met 


Val. 


Pro 


Cys 


Gly Lys 


Arg 










805 










810 










815 




Val 


Phe 


Ala 


.Val 


Thr 


Glu 


Thr 


Leu 


Gin 


Met 


Ser 


He 


Tyr 


His 


Phe 


Ala 








820 










825 










830 






Gly Leu 


Phe 


Val 


Leu 


Leu 


Cys 


Leu 


Gly' 


Leu 


Gly 


Ser 


Ala 


Leu 


Leu 


Ser 






835 










840 










845 








Ser 


Leu 


Gly 


Glu 


His 


Ala 


Phe 


Phe 


Arg 


Leu 


Ala 


Leu 


Pro 


Arg 


He 


Arg 




850 










855 










860 










Lys 


Gly 


Ser 


Arg 


Leu 


Gin 


Tyr 


Trp 


Leu 


His" Thr 


Ser 


Gin 


Lys 


He 


His 


865 










870 










875 










880 


Arg 


Ala 


Leu 


Asn 


Thr 


Glu 


Pro 


Pro 


Glu 


Gly 


Ser 


Lys 


Glu 


Glu 


Thr 


Ala 










885 










890 










895 




Glu 


Ala 


Glu 


Pro 


Arg 

























900 

<210> 4517 
<211> 2275 
c212> DNA 

<213> Homo sapiens 
<400> 4517 

actagttcta gatcgcgagc ggagctgctg actgcattct tctctgccac tgcggatgct 
60 

gcctccccgt ttccagcctg taagcccgtt gtggtggtga gctccctgct gctgcaggag 
120 

gaggagcccc tggctggggg gaagccgggt gcggacggtg gcagcctgga ggccgtgcgg 
180 

ctggggccct cgtcaggcct cctagtggac tggctggaaa tgctggaccc cgaggtggtc 
240 

agcagctgcc ccgacctgca gctcaggctg ctcttctccc ggaggaaggg caaaggtcag 
300 

gcccaggtgc cctcgttccg tccctacctc ctgaccctct tcacgcatca gtccagctgg 
360 

cccacactgc accagtgcat ccgagtcctg ctgggcaaga gccgggaaca gaggttcgac 
420 

ccctctgcct ctctggactt cctctgggcc tgcatccatg ttcctcgcat ctggcagggg 
480 

cgggaccagc gcaccccgca gaagcggcgg gaggagctgg tgctgcgggt ccagggcccg 
540 

gagctcatca gcctggtgga gctgatcctg gccgaggcgg agacgcggag ccaggacggg 
600 

gacacagccg cctgcagcct catccaggcc cggctgcccc tgctgctcag ctgctgctgt 
660 

ggggacgatg agagtgtcag gaaggtgacg gagcacctgt caggctgcat ccagcagtgg 
720 
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290 295 300 

Gly Ser Ala Ala Gin Val Gin Pro Lys Arg Ala Leu Leu Pro Ala Pro 
305 * 310 315 320 

Val Asn Cys Gly Asp Leu Gin Pro Ala Gly Pro Glu Ser Pro Gly Arg 

325 330 335 

Phe Leu Ala Arg Phe Leu Ala Asn Thr Ser Phe Gin Gly Arg Thr Gly 

340 345 350 

Pro Val Trp Val Thr Gly Ser Ser Gin Val His. Met Ser Arg His Phe 

355 360 365 

Lys Val Trp Ser Leu Arg Arg Asp Pro Arg Gly Ala Pro Ala Trp Ala 

370 375 380 

Thr Val Gly Ser Trp Arg Tyr Gly Gin Leu Asp Leu Glu Pro Gly Gly 
385 390 395 400 

Ala Ser Ala Trp Pro Pro Pro Pro Gin Gly Ala Gin Val Arg Pro Lys 

405 410 415 

Leu Arg Val -Val Thr Leu Leu Glu His Pro Phe Val Phe Ala Arg Asp 

420 425 430 

Pro Asp Glu Asp Gly Gin Cys Pro Ala Gly Gin Leu Cys Leu Asp Pro 

435 440 445 

Gly Thr Asn Asp Ser Ala Thr Leu Asp Ala Leu Phe Ala Ala Leu Ala 

450 455 460 

Asn Gly Ser Ala Pro Arg Ala Leu Arg Lys Cys Cys Tyr Gly Tyr Cys 
465 470 475 480 

lie Asp Leu Leu Glu Arg Leu Ala Glu Asp Thr Pro Phe Asp Phe Glu 

485 490 495 

Leu Tyr Leu Val Gly Asp Gly Lys Tyr Gly Ala Leu Arg Asp Gly Arg 

500 505 510 

Trp Thr Gly Leu Val Gly Asp Leu Leu Ala Gly Arg Ala His Met Ala 

515 520 " 525 

Val Thr Ser Phe Ser lie Asn Ser Ala Arg Ser Gin Val Val Asp Phe 

530 535 540 

Thr Ser Pro Phe Phe Ser Thr Ser Leu Gly lie Met Val Arg Ala Arg 
545 550 . 555 560 

Asp Thr Ala Ser Pro lie Gly Ala Phe Met Trp Pro Leu His Trp Ser 

565 570 575 

Thr Trp Leu Gly Val Phe Ala Ala Leu His Leu Thr Ala Leu Phe Leu 

580 585 590 

Thr Val Tyr Glu Trp Arg Ser Pro Tyr Gly Leu Thr Pro Arg Gly Arg 

595 600 605 

Asn Arg Ser Thr Val Phe Ser Tyr Ser Ser Ala Leu Asn Leu Cys Tyr 

610 615 620 

Ala lie Leu Phe Arg Arg Thr Val Ser Ser Lys Thr Pro Lys Cys Pro 
625 630 635 640 

Thr Gly Arg Leu Leu Met Asn Leu Trp Ala lie Phe Cys Leu Leu Val 

645 650 655 

Leu Ser Ser Tyr Thr Ala Asn Leu Ala Ala Val Met Val Gly Asp Lys 

660 ^ 665 670 

Thr Phe Glu Glu Leu Ser Gly He His Asp Pro Lys Leu His. His Pro 

675 680 685 

Ala Gin Gly Phe Arg Phe Gly Thr Val Trp Glu Ser Ser Ala Glu Ala 

690 695' 700 

Tyr He Lys Lys Ser Phe Pro Asp Met His Ala His Met Arg Arg His 
705 710 715 720 

Ser Ala Pro Thr Thr Pro Arg Gly Val Ala Met Leu Thr Ser Asp Pro 
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cccagaccca ccaccccacc agctcgcccc gaagccggcc gcggggtgca ggaggttccc 
3000 ■ , 

ggaggtcccc cgcccacccc cggacgtgca caccgtggct ccctggttgt gcctgtcggc 
3060 

catcctctgc cgtcagcggc ctctgcagag gcccagggcg cgagacggct gccccggcgg 
3120 

acactgacca ggccggttcc gtccccagcg gccccgaggt ggagcagcag cagcagcagc 
3180 

aggaccagcc aacggctccg gagggct 
3207 

<210> 4516 

<211> 901 

<212> PRT 

<213> Homo sapiens 

<400> 4516 

Met Glu Phe Val Arg Ala Leu Trp Leu Gly Leu Ala Leu Ala Leu Gly 

1 5 10 15 

Pro Gly Ser Ala Gly Gly His Pro Gin Pro Cys Gly Val Leu Ala Arg 

20 25 30 

Leu Gly Gly Ser Val Arg Leu Gly Ala Leu Leu Pro Arg Ala Pro Leu 

35 40 45 

Ala Arg Ala Arg Ala Arg Ala Ala Leu Ala Arg Ala Ala Leu Ala Pro 

50 55 60 

Arg Leu Pro His Asn Leu Ser Leu Glu Leu Val Val Ala Ala Pro Pro 
65 70 75 80 

Ala Arg Asp Pro Ala Ser Leu Thr Arg Gly Leu Cys Gin Ala Leu Val 

85 90 95 

Pro Pro Gly Val Ala Ala Leu Leu Ala Phe Pro Glu Ala Arg Pro Glu 

100 105 110 

Leu Leu Gin Leu His Phe Leu Ala Ala Ala -Thr Glu Thr Pro Val Leu 

115 120 125 

Ser Leu Leu Arg Arg Glu Ala Arg Ala Pro Leu Gly Ala Pro Asn Pro 

130 135 140 

Phe His Leu Gin Leu His Trp Ala Ser Pro Leu Glu Thr Leu Leu Asp 
145 150 155 160 

Val Leu Val Ala Val Leu Gin Ala His Ala Trp Glu Asp Val Gly Leu 

165 170 175 

Ala Leu Cys Arg Thr Gin Asp Pro Gly Gly Leu Val Ala Leu Trp Thr 

180 185 190 

Ser Arg Ala Gly Arg Pro Pro Gin Leu Val Leu Asp Leu Ser Arg Arg 

195 200 205 

Asp Thr Gly Asp Ala Gly Leu Arg Ala Arg Leu Ala Pro Met Ala Ala 

210 215 220 

Pro Val Gly Gly Glu Ala Pro Val Pro Ala Ala Val Leu Leu Gly Cys 
225 230 235 240 

Asp lie Ala Arg Ala Arg Arg Val Leu Glu Ala Val Pro Pro Gly Pro 

245 t 250 255 

His Trp Leu Leu Gly Thr Pro Leu Pro Pro Lys Ala Leu Pro Thr Ala 

260 265 270 

Gly Leu Pro Pro Gly Leu Leu Ala Leu Gly Glu Val Ala Arg Pro Pro 

275 280 285 

Leu Glu Ala Ala lie His Asp lie Val Gin Leu Val Ala Arg Ala Leu 
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cgccgggacc cacggggcgc cccggcctgg 
1380 

ctggacttgg aaccgggagg tgcctctgca 
1440 

cggcccaagc tgcgtgtggt aacgctgttg 
1500 

gacgaagacg ggcagtgccc agcagggcag 
1560 

gccaccctgg acgcactgtt cgccgcgctg 
1620 

aagtgctgct acggctactg cattgacctg 
1680 

gacttcgagc tgtacctcgt gggtgacggc 
1740 

accggcctgg tcggggacct gctggccggc 

1800 1 

atcaactccg cccgctcaca ggtggtggac 

1860 

ggcatcatgg tgcgggcacg ggacacggcc 
1920 

cactggtcca cgtggctggg cgtctttgcg 
1980 

gtgtacgagt ggcgtagccc ctacggcctc 
2040 

ttctcctact cctcagccct caacctgtgc 
2100 

agcaagacgc ccaagtgccc cacgggccgc 
2160 

ctgctggtgc tgtccagcta cacggccaac 
2220 

ttcgaggagc tgtcggggat ccacgacccc 
2280 

ttcggcaccg tgtgggagag cagcgccgag 
2340 

cacgcacaca tgcggcgcca cagcgcgccc 
2400 

agcgaccccc ccaagctcaa cgccttcatc 
2460 

tccatcgacg ccgactgcaa actgctgacc 
2520 

gggatcggac tgccccagaa ctcgccgctc 
2580 

tacaagtcct ccggcttcat cgacctgctc 
2640 

ggcaagcggg tctttgcggt tacagagacc 
2700 

ctcttcgtgt tgctgtgcct gggcctgggc 
2760 

gccttcttcc gcctggcgct gccgcgcatc 
2820 

cacaccagcc agaaaatcca ccgcgccctc 
2880 

gagacggcag aggcggagcc caggtaagtg 
2940 



gccacggtgg gcagctggcg gtacggccag 
tggcccccgc ccccgcaggg tgcccaggtc 
gaacacccat ttgtgtttgc ccgtgatcca 
ctgtgcctgg accccggcac caacgactcg 
gccaacggct cagcgccccg tgccctgcgc 
ctggagcggc tggcggagga cacgcccttc 
aagtacggcg ccctgcggga cggccgctgg 
cgggcccaca tggcggtcac cagcttcagt 
ttcaccagcc ccttcttctc caccagcctg 
tcacccatcg gtgcctttat gtggcccctg 
gccctgcacc tcaccgcgct cttcctcacc 
acgccacgtg gccgcaaccg cagcaccgtc 
tacgccatcc tcttcagacg caccgtgtcc 
ctgctcatga acctctgggc catcttctgc 
ctggctgccg tcatggtcgg ggacaagacc 
aagctgcacc acccggcgca gggcttccgc 
gcgtacatca agaagagctt ccccgacatg 
accacgcccc gcggcgtcgc catgctcacg 
atggacaagt cgctcctgga ctacgaggtc 
gtgggaaagc ccttcgccat tgagggctat 
acctccaacc tgtccgagtt catcagccgc 
cacgacaagt ggtacaagat ggtgccttgc 
ctgcagatga gcatctacca cttcgcgggc 
agcgctctgc tcagctcgct gggcgagcac 
cgcaagggga gcaggctgca gtactggctg 
aacacggagc caccagaggg gtcgaaggag 
gtggtcgggg cggaccacga tgcaggacca 
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100 105 * 110 

Lys Leu Gin Gly Lys Cys Ala Trp Thr Arg 
115 120 

<210> 4515 
<211> 3207 
<212> DNA 

<213> Homo sapiens 
<400> 45!5 

ncaaacaacc actgggaggc actgtttccc ccccatcccg ccctgggcag ggcacgtccc 
60 

actccccccg cgcggttgct gggaacccgg aggccgcccg ggcggagcgc ggagggcgcg 
120 

tcggaacctg gccggggccc tccacccgcg ccgtggtccc ggtggttgcg ccccgtggcg 
180 

agcgacgccg acaactttgc gatggagttt gtgcgggcgc tgtggctggg cctggcgctg 
240 

gcgctggggc cggggtccgc ggggggccac ccccagccgt gcggcgtcct ggcgcgcctc 
300 - 

gggggctccg tgcgcctggg cgccctcctg ccccgcgcgc ctctcgcccg cgcccgcgcc 
360 ' 

cgcgccgccc tggcccgggc cgccctggcg ccgcggctgc cgcacaacct gagcttggag 
420 

ctggtggtcg ccgcgccccc cgcccgcgac cccgcctcgc tgacccgcgg cctgtgccag 
480 

gcgctggtgc ctccgggcgt ggcggccctg ctcgcctttc ccgaggctcg gcccgagctg 
540 

ctgcagctgc acttcctggc ggcggccacc gagacccccg tgctcagcct gctgcggcgg 
600 

gaggcgcgcg cgcccctcgg agccccgaac ccattccacc tgcagctgca ctgggccagc 
660 

cccctggaga cgctgctgga tgtgctggtg gcggtgctgc aggcgcacgc ctgggaagac 
720 

gtcggcctgg ccctgtgccg cactcaggac cccggcggcc tggtggccct ctggacaagc 
780 

cgggctggcc ggcccccaca gctggtcctg gacctaagcc ggcgggacac gggagatgca 
840 

ggactgcggg cacgcctggc cccgatggcg gcgccagtgg ggggtgaagc accggtaccc 
900 

gcggcggtcc tcctcggctg tgacatcgcc cgtgcccgtc gggtgctgga ggccgtacct 
960 

cccggccccc actggctgtt ggggacacca ctgccgccca aggccctgcc caccgcgggg 
1020 

ctgccaccag ggctgctggc gctgggcgag gtggcacgac ccccgctgga ggccgccatc 
1080 

catgacattg tgcaactggt ggcccgggcg ctgggcagtg cggcccaggt gcagccgaag 
1140 

cgagccctcc tccccgcccc ggtcaactgc ggggacctgc agccggccgg gcccgagtcc 
1200 

ccggggcgct tcttggcacg gttcctggcc aacacgtcct tccagggccg cacgggcccc 
1260 

gtgtgggtga caggcagctc ccaggtacac atgtctcggc actttaaggt gtggagcctt 
1320 
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195 200 205 

Leu Thr Pro Ala Asp Lys Ala Ala lie Arg Lys Glu Leu Asn Glu Phe 

210 215 220 

Lys Ser Ser Glu Met Glu Val His Glu Glu Ser Lys His Phe Thr Arg 
225 230 235 240 

Tyr His Arg Pro 



<210> 4513 
<211> 545 
<212> DNA 

<213> Homo sapiens 
<400> 4513 

aagctttact acacagctac agtaatggag acagcaggta ccgctctaca gcaaaagacc 
60 

tgcatcaccg agtccacgca cacttgcctt gcagcttcat gtcagagagc agctgagcag 
120 

tcagcacctg cacccggggg ttgggccctg gggcttcctt cccagtccag cctctcagct 
180 

cctgtctgtg gcttagcacg tgcaccacag agccaaccag atcctctgta aacttttgga 
240 

cttctctggc cttcacggga ccttctgtgg cagaaatcat tttcataatc atgagactct 
300 

tctcctcgga gtttcctttc aacaggtggg acatggatgc tgtgaactgc tcctgggaca 
360 

cgttctcact gggtcccttc gccttccctg tcaggtcgac cctccgcatg ccatcataca 
420 

gcctggtgac catctctggg ggaagagctt ccccgacgtg gttctgtagt gccttcagag 
480 

agaaggattt ggatgagaca ttcgggctgt ttttatctga tgacagagca tcaaacaatt 

540 

gatca 

545 



<210> 4514 
<211> 122 
<212> PRT 

<213> Homo sapiens 



<400> 4514 
















Gly 


Met 


Val 


Thr 


Arg 


Leu 


Tyr Asp Gly Met Arg Arg 


Val 


Asp 


Leu 


Thr 


l 






5 


10 








15 




Lys 


Ala 


Lys 


Gly 


Pro 


Ser Glu Asn Val Ser Gin 


Glu 


Gin 


Phe 


Thr 


Ala 






20 




25 






30 






Ser 


Met 


Ser 


His 


Leu 


Leu Lys Gly Asn Ser Glu 


Glu 


Lys 


Ser 


Leu 


Met 






35 






40 




45 








lie 


Met 


Lys 


Met 


He 


Ser Aia Thr Glu Gly Pro 


Val 


Lys 


Ala 


Arg 


Glu 




50 






55 


60 






Val 




Val 


Gin 


Lys 


Phe 


Thr 


Glu Asp Leu Val Gly Ser 


Val 


Val 


His 


Leu 


65 








70 75 










80 


Ser 


His 


Arg 


Gin 


Glu 


Leu Arg Gly Trp Thr Gly Lys 


Glu 


Ala 


pro 


Gly 








85 


90 








95 




Pro 


Asn 


Pro 


Arg 


Val 


Gin Val Leu Thr Ala Gin 


Leu 


Leu 


Ser 


Asp 


Met 
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taccatcgtc catgatgcca aaggttgaga gaggaatcaa catggctgct ttgctgcttc 
780 

cttctccaaa gtgacatatg gagggaactt tagcacttcc cagcacagcc agaattgcat 
840 

cctctgggat cttctgaggt ggacagcact ttgaatgtag catttcactg gaacagagtc 
900 

ttatgtgctg caccgggggc aaaacaacac tttgtcagtg cttttgaacc tttcaatatt 
960 

gtagcatgct tgaggagttt ttcccttact ggccaccaaa gttctgaacc acttgcaggt 
1020 

tccaggtttt actggctgca ccacacccct tcccctagat gactgcctgt gcagagacac 
1080 

agtttgcacc attagcctta cctgccctgc cctgattgtg agacccaaat gtgtaggctc 
1140 

taaattccag ccatcaaatc caattcctgg tggggaaaac cttctggaga cccccaacct 
1200 

tctgataaaa gagtctctac ctccagggaa agccttctta ccacactggc atatcagatg 
1260 

aaagcattgc actgtacctc tcgtaacaca gcaatacagt cctcttgagg cactcaagcc 
1320 

tgagaggaag ctcaggatct gacatgttct tccttttcct cacaagtcat catga 
1375 

<210> 4512 

<211> 244. 

<212> PRT 

<213> Homo sapiens 

<400> 4512 

Ala Gly Arg Thr Arg Ser Leu Pro lie Thr lie Glu Met Leu Lys Val 

15 10 15 

Pro Asp Asp Glu Glu Glu Glu Glu Gin Thr Cys Pro Ser Thr Phe Ser 

20 25 30 

Glu Glu Met Thr Pro Thr Ser Val lie Pro Lys Leu Pro Gin Cys Leu 

35 .40 45 

Arg Glu Glu Glu Glu Lys Glu Ser Asp Ser Asp Ser Glu Gly Pro He 

.50. ,55 60 

Gin Tyr Arg Asp Glu Glu Asp Glu Asp Glu Ser Tyr Gin Ser Ala Leu - 
65 70 75 80 

Ala Asn Lys Val Lys Arg Lys Asp Thr Leu Ala Met Lys Leu Asn His 

85 90 95 

Arg Pro Ser Glu Pro Glu Leu Asn Leu Asn Ser Trp Pro Cys Lys Ser 

100 105 110 

Lys Glu Glu Trp Asn Glu He Arg His Gin He Gly Asn Thr Leu He 

115 120 125 

Arg Arg Leu Ser Gin Arg Pro Thr Pro Glu Glu Leu Glu Gin Arg Asn 

:i30 135 140 

He Leu Gin Pro Lys Asn Glu Ala Asp Arg Gin Ala Glu Lys Arg Glu 
145 150 155 160 

He Lys Arg Arg Leu Thr Arg Lys Leu Ser Gin Arg Pro Thr Val Ala 

165 170 . 175 

Glu Leu Leu Ala Arg Lys He Leu Arg Phe Asn Glu Tyr Val Glu Val 

180 . 185 190 

Thr Asp Ala Gin Asp Tyr Asp Arg Arg Ala Asp Lys Pro Trp Thr Lys 
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3090 3095 3100 

Val Trp Gin Gly Leu Leu Ala Leu Lys Asn Asp Thr Ala Ala Val Gin 
3105 3110 3115 3120 

Leu His Phe Val Ser Gly Asn Asn Val Leu Ala His Arg Ser Leu Pro 

3125 3130 3135 

Leu Ser Glu Gly Gly Pro Pro Leu Arg lie Ala Gin Arg Met Arg Leu 

3140 3145 3150 

Glu Ala Thr Gin Leu Glu Gly Val Ala Arg Arg Met Thr Leu Ala Ser 

3155 3160 3165 

Ala Ser Val Glu Thr Asp Tyr Cys Leu Leu Leu Ala Leu Pro Cys Gly 

3170 3175 3180 

Arg Asp Gin Glu Asp Val Val Ser Gin Thr Glu Ser Leu Lys Ala Ala 
3185 3190 3195 3200 

Phe lie Thr Tyr Leu Gin Ala Lys Gin Ala Ala Gly lie He Asn Val 

3205 3210 3215 

Pro Asn Pro Gly Ser Asn Gin Pro Ala Tyr Val Leu Gin He Phe Pro 

3220 3225 3230 

Pro Cys Glu Phe Ser Glu Ser His Leu Ser Arg Leu Ala Pro Asp Leu 

3235 3240 3245 

Leu Ala Ser He Ser Asn He Ser Pro His Leu Met He Val He Ala 

3250 3255 3260 

Ser Val 
3265 

<210> 4511 ' 

<211> 1375 

<212> DNA 

<213> Homo sapiens 

<400> 4511 

gctggtcgga ccaggtctct tcccatcact attgaaatgc taaaagttcc agacgatgaa 
60 

gaagaagagg agcaaacctg tccatccaca ttcagtgaag aaatgacacc tacctcagtc 
120 

attcctaaat taccacagtg tctacgggag gaagaagaga aggagagcga ctctgattca 
180 

gaaggtccca ttcagtaccg agatgaagaa gatgaagatg aaagctatca gagtgcactc 
240 

gccaacaaag tgaagaggaa agacacactg gcaatgaagt tgaaccacag acccagtgaa 
300 

ccagagttga acctgaattc ttggccttgt aaaagcaagg aggagtggaa tgaaatacgg 
360 

caccagattg gaaacacact gatccggcga ctgagtcaaa gaccaacacc agaagaacta 
420 

gaacaacgca atatattgca acctaaaaat gaagctgatc gtcaggcaga aaaacgagaa 
480 

attaaacgtc ggctcactag aaagctcagt caaaggccaa ctgtcgctga actccttgcc 
540 

aggaagattc tgaggtttaa tgaatatgta gaggtaacag atgctcaaga ttatgaccgg 
600 

cgagccgaca aaccttggac caaactgacc cctgctgaca aggctgccat aagaaaagaa 
660 

ttaaatgaat ttaaaagctc cgagatggag gttcatgaag agagcaaaca ttttacacgc 
720 



3706 



WO 00/58473 PCT/USOO/08621 



2660 2665 2670 

Ser Val He Met Pro Pro His Ser He Thr Gin Thr Val Ser Leu Ser 

2675 2680 2685 

His Leu Ser Gin Gly Glu Val Arg Met Asn Thr Pro Thr Leu Pro Ser 

2690 2695 2700 

lie Thr Tyr Ser He Arg Pro Glu Ala Leu His Ser Pro Arg Ala Pro 
2705 2710 2715 . ' 2720 

Leu Gin Pro Gin Gin He Glu Val Arg Ala Pro Gin Arg Ala Ser Thr 
2725 2730 2735 

• Pro Gin Pro Ala Pro Ala Gly Val Pro Ala Leu Ala Ser Gin His Pro 
2740 2745 2750 

Pro Glu Glu Glu Val His Tyr His Leu Pro Val Ala Arg Ala Thr Ala 

2755. 2760 2765 

Pro Val Gin Ser Glu Val Leu Val Met Gin Ser Glu Tyr Arg Leu His 

2770 2775 2780 

Pro Tyr Thr Val Pro Arg Asp Val Arg He Met Val His Pro His Val 
27B5 2790 2795 2800 

Thr Ala Val Ser Glu Gin Pro Arg Ala Ala Asp Gly Val Val Lys Val 

2805 2810 2815 

Pro Pro Ala Ser Lys Ala Pro Gin Gin Pro Gly Lys Glu Ala Ala Lys 

2820 2825 2830 

Thr Pro Asp Ala Lys Ala Ala Pro Thr Pro Thr Pro Ala Pro Val Pro 

2835 2840 2845 

Val Pro Val Pro Leu Pro Ala Pro Ala Pro Ala Pro His Gly Glu Ala 

2850 2855 2860 

Arg He Leu Thr Val Thr Pro Ser Asn Gin Leu Gin Gly Leu Pro Leu 
2865 2870 2875 2880 

Thr Pro Pro Val Val Val Thr His Gly Val Gin He Val His Ser Ser 

2885 2890 2895 

Gly Glu Leu Phe Gin Glu Tyr Arg Tyr Gly Asp He Arg Thr Tyr His 

2900 2905 2910 

Pro Pro Ala Gin Leu Thr His Thr Gin Phe Pro Ala Ala Ser Ser Val 

2915 2920 2925 

Gly Leu Pro Ser Arg Thr Lys Thr Ala Ala Gin Gly Pro Pro Pro Glu 

2930 2935 2940 

Gly Glu Pro Leu Gin Pro Pro Gin Pro Val Gin Ser Thr Gin Pro Ala 
2945 2950 2955 2960 

Gin Pro Ala Pro Pro Cys Pro Pro Ser Gin Leu Gly Gin Pro Gly Gin 

2965 2970 2975 

Pro Pro Ser Ser Lys Met Pro Gin Val Ser Gin Glu Ala Lys Gly Thr 

2980 2985 2990 

Gin Thr Gly Val Glu Gin Pro Arg Leu Pro Ala Gly Pro Ala Asn Arg 

2995 3000 3005 

Pro Pro Glu Pro His Thr Gin Val Gin Arg Ala Gin Ala Glu Thr Gly 

3010 3015 3020 

Pro Thr Ser Phe Pro Ser Pro Val Ser Val Ser Met Lys Pro Asp Leu 
3025 3030 3035 3040 

Pro Val Ser Leu Pro Thr Gin Thr Ala Pro Lys Gin Pro Leu Phe Val 

3045 3050 3055 

Pro Thr Thr Ser Gly Pro Ser Thr Pro Pro Gly Leu Val Leu Pro His 

3060 3065 3070 

Thr Glu Phe Gin Pro Ala Pro Lys Gin Asp Ser Ser Pro His Leu Thr 

3075 3080 3085 

Ser Gin Arg Pro Val Asp Met Val Gin Leu Leu Lys Lys Tyr Pro He 
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2225 2230 2235 2240 

Pro Gin Thr Leu Thr Gly Leu Val Ser Ala Leu Thr Gly Leu Val Asn 

2245 2250 2255 

Val Ser Leu Val Pro Val Asn Ala Leu Lys Gly Pro Val Lys Gly Ser 

2260 2265 2270 

Val Thr Thr Leu Lys Ser Leu Val Ser Thr Pro Ala Gly Pro Val Asn 

2275 22a0 2285 

Val Leu Lys Gly Pro Val Asn Val Leu Thr Gly Pro Val Asn Val Leu 

2290 2295 2300 

Thr Thr Pro Val Asn Ala Thr Val Gly Thr Val Asn Ala Ala Pro Gly 
2305 2310' 2315 2320 

Thr Val Asn Ala Ala Ala Ser Ala Val Asn Ala Thr Ala Ser Ala Val 

2325 2330 2335 

Thr Val Thr Ala Gly Ala Val Thr Ala Ala Ser Gly Gly Val Thr Ala 

2340 2345 2350 

Thr Thr Gly Thr Val Thr Met Ala Gly Ala Val lie Ala Pro Ser Thr 

2355 2360 2365 

Lys Cys Lys Gin Arg Ala Ser Ala Asn Glu Ash Ser Arg Phe His Pro 

2370 2375 2380 

Gly Ser Met Pro Val He Asp Asp Arg Pro Ala Asp Ala Gly Ser Gly 
2385 2390 2395 2400 

Ala Gly Leu Arg Val Asn Thr Ser Glu Gly Val Val Leu Leu Ser Tyr 

2405 2410 2415 

Ser Gly Gin Lys Thr Glu Gly Pro Gin Arg He Ser Ala Lys He Ser 

2420 2425 2430 

Gin He Pro Pro Ala Ser Ala Met Asp He Glu Phe Gin Gin Ser Val 

2435 2440 2445 

Ser Lys Ser Gin Val Lys Pro Asp Ser Val Thr Ala Ser Gin Pro Pro 

2450 2455 2460 

Ser Lys Gly Pro Gin Ala Pro Ala Gly Tyr Ala Asn Val Ala Thr His 
2465 . 2470 2475 2480 

Ser Thr Leu Val Leu Thr Ala Gin Thr Tyr Asn Ala Ser Pro Val He 

2485 2490 2495 

Ser Ser Val Lys Ala Asp Arg Pro Ser Leu Glu Lys Pro Glu Pro lie 

2500 2505 2510 

His Leu Ser Val Ser Thr Pro Val Thr Gin Gly Gly Thr Val Lys Val 

2515 2520 2525 

Leu Thr Gin Gly He Asn Thr Pro Pro Val Leu Val His Asn Gin Leu 

2530 2535 2540 

Val Leu Thr Pro Ser He Val Thr Thr Asn Lys Lys Leu Ala Asp Pro 
2545 2550 2555 2560 

Val Thr Leu Lys He Glu Thr Lys Val Leu Gin Pro Ala Asn Leu Gly 

2565 2570 2575 

Ser Thr Leu Thr Pro His His Pro Pro Ala Leu Pro Ser Lys Leu Pro 

2580 2585 2590 

Thr Glu Val Asn His Val Pro Ser Gly Pro Ser He Pro Ala Asp Arg 

2595 2600 2605 

Thr Val Ser His Leu Ala Ala Ala Lys Leu Asp Ala His Ser Pro Arg 

2610 2615 2620 

Pro Ser Gly Pro Gly Pro Ser Ser Phe Pro Arg Ala Ser His Pro Ser 
2625 2630 2635 2640 

Ser Thr Ala Ser Thr Ala Leu Ser Thr Asn Ala Thr Val Met Leu Ala 

2645 2650 2655 

Ala Gly He Pro Val Pro Gin Phe He Ser Ser He His Pro Glu Gin 
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1795 




1800 


1805 . 






Glu Thr 


Glu Leu Ala 


Ala 


Ala He Gly Ser 


He He Asn Asp 


lie 


Ser 


1810 . 




1815 


1820 






Gly Glu 


Pro Glu Asn Phe Pro Ala Pro Pro Pro Tyr Pro Gly Glu 


Ser 


1825 




1830 


1835 




1840 


Gin Thr 


Asp Leu Gin 


Pro 


Pro Ala Gly Ala Gin Ala Leu Gin 


Pro 


Ser 




1845 


1850 


1855 


Glu Glu Gly Met Glu 


Thr 


Asp Glu Ala Val 


Ser Gly He Leu 


Glu 


Thr 




1860 




1865 


1870 




Glu Ala 


Ala Thr Glu 


Ser 


Ser Arg Pro Pro Val Asn Ala Pro' Asp 


Pro 




1875 




1880 


1885 






Ser Ala Gly Pro Thr Asp Thr Lys Glu Ala Arg Gly Asn Ser 


Ser 


Glu 


1890 




1895 


1900 






Thr Ser 


His Ser Val 


Pro 


Glu Ala Lys Gly Ser Lys Glu Val 


Glu 


Val 


1905 




1910 


1915 




1920 


Thr Leu 


Val Arg Lys 


Asp 


Lys Gly Arg Gin Lys Thr Thr Arg 


Ser 


Arg 




1925 


1930 


1935 


Arg Lys 


Arg Asn Thr 


Asn 


Lys Lys Val Val 


Ala Pro Val Glu 


Ser 


His 




1940 




1945 


1950 




Val Pro 


Glu Ser Asn 


Gin 


Ala Gin Gly Glu 


Ser Pro Ala Ala 


Asn 


Glu 




1955 




1960 


1965 






Gly Thr 


Thr Val Gin 


His 


Pro Glu Ala Pro 


Gin Glu Glu Lys 


Gin 


Ser 


1970 




1975 


1980 






Glu Lys 


Pro His Ser 


Thr 


Pro Pro Gin Ser 


Cys Thr Ser Asp 


Leu 


Ser 


1985 




1990 


1995 




2000 


Lys lie 


Pro Ser Thr 


Glu 


Asn Ser Ser Gin 


Glu He Ser Val 


Glu 


Glu 




2005 


2010 


2015 


Arg Thr 


Pro Thr Lys 


Ala 


Ser Val Pro Pro Asp Leu Pro Pro 


Pro 


Pro 




2020 




2025 


2030 




Gin Pro 


Ala Pro Val 


Asp 


Glu Glu Pro Gin Ala Arg Phe Arg 


Val 


His 




2035 




2040 


2045 






Ser He 


He Glu Ser 


Asp 


Pro Val Thr Pro 


Pro Ser Asp Pro 


Ser 


lie 


2050 




2055 


2060 






Pro He 


Pro Thr Leu 


Pro 


Ser Val Thr Ala 


Ala Lys Leu Ser 


Pro 


Pro 


2065 




2070 


2075 




2080 


Val Ala 


Ser Gly Gly He 


Pro His Gin Ser 


Pro Pro Thr Lys 


val 


Thr 




2085 


2090 


2095 


Glu Trp 


He Thr Arg 


Gin 


Glu Glu Pro Arg 


Ala Gin Ser Thr 


Pro 


Ser 




2100 




2105 


2110 




Pro Ala 


Leu Pro Pro 


Asp 


Thr Lys Ala Ser 


Asp Val Asp Thr 


Ser 


Ser 




2115 




2120 


2125 






Ser Thr 


Leu Arg Lys 


He 


Leu Met Asp Pro 


Lys Tyr Val Ser 


Ala 


Thr 


2130 




2135 


2140 






Ser Val 


Thr Ser Thr 


Ser 


Val Thr Thr Ala 


He Ala Glu Pro 


Val 


Ser 


2145 




2150 


2155 




2160 


Ala Ala 


Pro Cys Leu 


His 


Glu Ala Pro Pro 


Pro Pro Val Asp 


Ser 


Lys 


2165 




2170 


2175 






Lys Pro 


Leu Glu Glu 


Lys 


Thr Ala Pro Pro 


Val Thr Asn Asn 


Ser 


Glu 




2180 




2185 


2190 




He Gin 


Ala Ser Glu 


Val 


Leu Val Ala Ala 


Asp Lys Glu Lys 


val 


Ala 




2195 




2200 


2205 






Pro Val 


lie Ala Pro 


Lys 


He Thr Ser Val 


He Ser Arg Met 


Pro 


Val 


2210 




2215 


2220 






Ser He 


Asp Leu Glu 


Asn 


Ser Gin Lys He 


Thr Leu Ala Lys 


Pro 


Ala 
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1365 1370 1375 * 

Thr Ala Asp Ala Glu Pro Asp Ala Asn Gin Lys Ala Glu Ala Ala Pro 

1380 1385 1390 

Glu Ser Gin Pro Pro Ala Ser Glu Asp Leu Glu Val Asp Pro Pro Val 

1395 1400 1405 

Ala Ala Lys Asp Lys Lys Pro Asn Lys Ser Lys Arg Ser Lys Thr Pro 

1410 1415 1420 

Val Gin Ala Ala Ala Val' Ser lie Val Glu Lys Pro Val Thr Arg Lys 
1425 1430 1435 1440 

Ser Glu Arg lie Asp. Arg Glu Lys Leu Lys Arg Ser Asn Ser Pro Arg 

1445 1450 1455 

Gly Glu Ala Gin Lys Leu Leu Glu Leu Lys Met Glu Ala Glu Lys lie 
1460 1465 . 1470 

■ Thr Arg Thr Ala Ser Lys Asn Ser Ala Ala Asp Leu Glu His Pro. Glu 
1475 1480 1485 

Pro Ser Leu Pro Leu Ser Arg Thr Arg Arg Arg Asn Val Arg Ser Val 

1490 1495 1500 

Tyr Ala Thr Met Gly Asp His Glu Asn Arg Ser Pro Val Lys Glu Pro 
1505 1510 1515 1520 

Val Glu Gin Pro Arg Val Thr Arg Lys Arg Leu Glu Arg Glu Leu Gin 

1525 1530 , 153 5 

Glu Ala Ala Ala Val Pro Thr Thr Pro Arg Arg Gly Arg Pro Pro Lys 

1540 1545 1550 

Thr Arg Arg Arg Ala Asp Glu Glu Glu Glu Asn Glu Ala Lys Glu Pro 

1555 1560 1565 

Ala Glu Thr Leu Lys Pro Pro Glu Gly Trp Arg Ser Pro Arg Ser Gin 

1570 1575 1580 

Lys Thr Ala Ala Gly Gly Gly Pro Gin Gly Lys Lys Gly Lys Asn Glu 
1585 ■ 1590 1595 1600 

Pro Lys Val Asp Ala Thr Arg Pro Glu Ala Thr Thr Glu Val Gly Pro 

1605 1610 1615 

Gin lie Gly Val Lys Glu Ser Ser Met Glu Pro Lys Ala Ala Glu Glu 

1620 1625 1630 

Glu Ala Gly Ser Glu Gin Lys Arg Asp Arg Lys Asp Ala Gly Thr Asp 

1635 1640 1645 

Lys Asn Pro Pro Glu Thr Ala Pro Val Glu Val Val Glu Lys Lys Pro 

1650 1655 1660 

Ala Pro Glu Lys Asn Ser Lys Ser Lys Arg Gly Arg Ser. Arg Asn Ser 
1665 1670 1675 1680 

. Arg Leu Ala Val Asp Lys Ser Ala Ser Leu Lys Asn Val Asp Ala Ala 
1685 1690 ■ 1695 

Val Ser Pro Arg Gly Ala Ala Ala Gin Ala Gly Glu Arg Glu Ser Gly 

1700 1705 1710 

Val Val Ala Val Ser Pro Glu Lys Ser Glu Ser Pro Gin Lys Glu Asp 

1715 1720 , 1725 

Gly Leu Ser Ser Gin Leu Lys Ser Asp Pro Val Asp Pro Asp Lys Glu 

1730 1735 1740 

Pro Glu Lys Glu Asp Val Ser Ala Ser Gly Pro Ser Pro Glu Ala Thr 
1745 1750 1755 1760 

Gin Leu Ala Lys Gin Met Glu Leu Glu Gin Ala Val Glu His He Ala 

1765 1770 1775 

Lys Leu Ala Glu Ala Ser Ala Ser Ala Ala Tyr Lys Ala Asp Ala Pro 

1780 1785 1790 

Glu Gly Leu Ala Pro Glu Asp Arg Asp Lys Pro Ala His Gin Ala Ser 
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930 


935 










940 










Ala 


Gly Arg 


Phe Asp Val Ser 


Phe 


Pro 


Asn 


Ser 


He 


He 


Lys 


Arg 


Asp 


945 


950 








955 










960 


Ser 


Leu Arg 


Lys Arg Ser Val 


Arg 


Asp 


Leu 


Glu 


Pro Gly Glu 


Val 


Pro 






965 






970 










975 




Ser Asp Ser Asp Glu Asp Gly 


Glu 


His 


Lys 


Ser 


His 


Ser 


Pro 


Arg 


Ala 






980 




985 










990 






Ser 


Ala Leu 


Tyr Glu Ser Ser 


Arg 


Leu 


Ser 


Phe 


Leu 


Leu 


Arg 


Asp 


Arg 




995 




1000 








1005 






Glu 


Asp Lys 


Leu Arg Glu Arg 


Asp 


Glu 


Arg 


Leu 


Ser 


Ser 


Ser 


Leu 


Glu 




1010 


1015 








1020 








Arg 


Asn Lys 


Phe Tyr Ser Phe 


Ala 


Leu 


Asp 


Lys 


Thr 


He 


Thr 


Pro 


Asp 


102! 


1030 








1035 








1040 


Thr 


Lys Ala 


Leu Leu Glu Arg 


Ala 


Lys 


Ser 


Leu 


Ser 


Ser 


Ser 


Arg 


Glu 




1045 






1050 








1055 


Glu 


Asn Trp 


Ser Phe Leu Asp 


Trp 


Asp 


Ser 


Arg 


Phe 


Ala 


Asn 


Phe 


Arg 






1060 




1065 








1070 




Asn 


Asn Lys 


Asp Lys Glu Lys 


val 


Asp 


Ser 


Ala 


Pro Arg 


Pro 


He 


Pro 




1075 


1080 








1085 






Ser 


Trp Tyr 


Met Lys Lys Lys 


Lys 


He 


Arg 


Thr 


Asp 


Ser 


Glu Gly Lys 



1090 1095 1100 

Met Asp Asp Lys Lys Glu Asp His Lys Glu Glu Glu Gin Glu Arg Gin 

1105 IHO 1115 1120 

Glu Leu Phe Ala Ser Arg Phe Leu His Ser Ser He Phe Glu Gin Asp 

1125 H30 H35 

Ser Lys Arg Leu Gin His Leu Glu Arg Lys Glu Glu Asp Ser Asp Phe 

1140 H45 H50 

He Ser Gly Arg He Tyr Gly Lys Gin Thr Ser Glu Gly Ala Asn Ser 

1155 H60 H65 

Thr Thr Asp Ser He Gin Glu Pro Val Val Leu Phe His Ser Arg Phe 

1170 H75 H80 

Met Glu Leu Thr Arg Met Gin Gin Lys Lys Lys Glu Lys Asp Gin Lys 
1185 H90 H95 1200 

Pro Lys Glu Val Glu Lys Gin Glu Asp Thr Glu Asn His Pro Lys Thr 

1205 1210 1215 

Pro Glu Ser Ala Pro Glu Asn Lys Asp Ser Glu Leu Lys Thr Pro Pro 

1220 1225 1230 

Ser Val Gly Pro Pro Ser Val Thr Val Val Thr Leu Glu Ser Ala Pro 

1235 1240 1245 

Ser Ala Leu Glu Lys Thr Thr Gly Asp Lys Thr Val Glu Ala Pro Leu 

1250 1255 1260 

Val Thr Glu Glu Lys Thr Val Glu Pro Ala Thr Val Ser Glu Glu Ala 
1265 1270 ' 1275 1280 

Lys Pro Ala Ser Glu Pro Ala Pro Ala Pro Val Glu Gin Leu Glu Gin 

1285 1290 1295 

val Asp Leu Pro Pro Gly Ala Asp Pro Asp Lys Glu Ala Ala Met Met 

1300 1305 1310 

Pro Ala Gly Val Glu Glu Gly Ser Ser Gly Asp Gin Pro Pro Tyr Leu 

1315 1320 1325 

Asp Ala Lys Pro Pro Thr Pro Gly Ala Ser Phe Ser Gin Ala Glu Ser 

1330 1335 1340 

Asn Val Asp Pro Glu Pro Asp Ser Thr Gin Pro Leu Ser Lys Pro Ala 
1345 1350 1355 1360 

Gin Lys Ser Glu Glu Ala Asn Glu Pro Lys Ala Glu Lys Pro Asp Ala 
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500 505 510 

Lys Leu Gin Val Ser Gin Thr Glu Pro Ala Lys Ser Asp Leu' Ser Lys 

515 520 525 

Leu Glu Ser Val Arg Met. Lys Val Pro Lys Glu Lys Gly Leu Ser Ser 

530 535 540 

His Val Glu Val Val Glu Lys Glu Gly Arg Leu Lys Ala Arg Lys His 
545 550 555 560 

Leu Lys Pro Glu Gin Pro Ala Asp Gly Val Ser Ala Val Asp Leu Glu 

565 570 575 

Lys Leu Glu Ala Arg Lys Arg Arg Phe Ala Asp Ser Asn Leu Lys Ala 

580 585 590 

Glu Lys Gin Lys Pro Glu Val Lys Lys Ser Ser pro Glu Met Glu Asp 

595 600 605 

Ala Arg Val Leu Ser Lys Lys Gin Pro Asp Val Ser Ser Arg Glu Val 

610 615 620 

lie Leu Leu Arg Glu Gly Glu Ala Glu Arg Lys Pro Val Arg Lys Glu 
625 630 635 640 

He Leu Lys Arg Glu Ser Lys Lys He Lys Leu Asp Arg Leu Asn Thr 

645 650 655 

Val Ala Ser Pro Lys Asp Cys Gin Glu Leu Ala Ser He Ser Val Gly 

660 665 670 

Ser Gly Ser Arg Pro Ser Ser Asp Leu Gin Ala Arg Leu Gly Glu Leu 

675 680 685 

Ala Gly Glu Ser Val Glu Asn Gin Glu Val Gin Ser Lys Lys Pro He 

690 695 700 

Pro Ser Lys Pro Gin Leu Lys Gin Leu Gin Val Leu Asp Asp Gin Gly 
70S 710 . 715 720 

Pro Glu Arg Glu Asp Val Arg Lys Asn Tyr Cys Ser Leu Arg Asp Glu 

725 730 735 

Thr Pro Glu Arg Lys Ser Gly Gin Glu Lys Ser His Ser Val Asn Thr 

740 745 750 

Glu Glu Lys He Gly He Asp He Asp His Thr Gin Ser Tyr Arg Lys 

'755 760 765 

Gin Met Glu Gin Ser Arg Arg Lys Gin Gin Met Glu Met Glu He Ala 

770 775 780 

Lys Ser Glu Lys Phe Gly Ser Pro Lys Lys Asp Val Asp Glu Tyr Glu 
785 790 795 800 

Arg Arg Ser Leu Val His Glu Val Gly Lys Pro Pro Gin Asp Val Thr 

805 810 815 

Asp Asp Ser Pro Pro Ser Lys Lys Lys Arg Met Asp His Val Asp Phe 

. 820 825 830 

Asp He Cys Thr Lys Arg Glu Arg Asn Tyr Arg Ser Ser Arg Gin He 

835 840 845 

Ser Glu Asp Ser Glu Arg Thr Gly Gly Ser Pro Ser Val Arg His Gly 

850 855 860 

Ser Phe His Glu Asp Glu Asp Pro He Gly Ser Pro Arg Leu Leu Ser 
865 870 875 880 

Val Lys Gly Ser Pro Lys Val Asp Glu Lys Val Leu Pro Tyr Ser Asn 

885 890 895 

He Thr Val Arg Glu Glu Ser Leu Lys Phe Asn Pro Tyr Asp Ser Ser 

900. 905 ' 910 

Arg Arg Glu Gin Met Ala Asp Met Ala Lys He Lys Leu Ser Val Leu 

915 920 925 

Asn Ser Glu Asp Glu Leu Asn Arg Trp Asp Ser Gin Met Lys Gin Asp 
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65 70 75 80 

Cys Asp lie Ala Ser Val Cys Lys Ala He Lys Lys Met Asp Gly Glu 

85 90 95 

Tyr Leu Gly Asn Asn Arg Leu Lys Leu Gly Phe Gly Lys Ser Met Pro 

'100 105 HO 

Thr Asn Cys Val Trp Leu Asp Gly Leu Ser Ser Asn Val Ser Asp Gin 

115 120 125 

Tyr Leu Thr Arg His Phe Cys Arg Tyr Gly Pro Val Val Lys Val Val 

130 135 140 

Phe Asp Arg Leu Lys Gly Met Ala Leu Val Leu Tyr Asn Glu He Glu 
145 . 150 155 160 

Tyr Ala Gin Ala Ala Val Lys Glu Thr Lys Gly Arg Lys He Gly Gly 

165 170 175 

Asn Lys He Lys Val Asp Phe Ala Asn Arg Glu Ser Gin Leu Ala Phe 

180 , 185 190 

Tyr His Cys Met Glu Lys Ser Gly Gin Asp He Arg Asp Phe Tyr Glu 

195 200 205 

Met Leu Ala Glu Arg Arg Glu Glu Arg Arg Ala Ser Tyr Asp Tyr Asn 

210 215 220 

Gin Asp Arg Thr Tyr Tyr Glu Ser Val Arg Thr Pro Gly Thr Tyr Pro 
225 230 235 240 

Glu Asp Ser Arg Arg Asp Tyr Pro Ala Arg Gly Arg Glu Phe Tyr Ser 

245 250 255 

Glu Trp Glu Thr Tyr Gin Gly Asp Tyr Tyr Glu Ser Arg Tyr Tyr Asp 

260 265 270 

Asp Pro Arg Glu Tyr Arg Asp Tyr Arg Asn Asp Pro Tyr Glu Gin Asp 

275 280 285 

He Arg Glu Tyr Ser Tyr Arg Gin Arg Glu Arg Glu Arg Glu Arg Glu 

290 295 300 

Arg Phe Glu Ser Asp Arg Asp Arg Asp His Glu Arg Arg Pro He Glu 
305 310 * 315 320 

Arg Ser Gin Ser .Pro Val His Leu Arg Arg Pro Gin Ser Pro Gly Ala 

325 330 335 

Ser Pro Ser Gin Ala Glu Arg Leu Pro Ser Asp Ser Glu Arg Arg Leu 

340 345 350 

Tyr Ser Arg Ser Ser Asp Arg Ser Gly Ser Cys Ser Ser Leu Ser Pro 

355 360 365 

Pro Arg Tyr Glu Lys Leu Asp Lys Ser Arg Leu Glu Arg Tyr Thr Lys 

370 375 380 

Asn Glu Lys Thr Asp Lys Glu Arg Thr Phe Asp Pro Glu Arg Val Glu 
385 390 395 400 

Arg Glu Arg Arg Leu He Arg Lys Glu Lys Val Glu Lys Asp Lys Thr 

405 410 415 - 

Asp Lys Gin Lys Arg Lys Gly Lys Val His Ser Pro Ser Ser Gin Ser 

420 425 430 

Ser Glu Thr Asp Gin Glu Asn Glu Arg Glu Gin Ser Pro Glu Lys Pro 

435 440 445 

Arg Ser Cys Asn Lys Leu Ser Arg Glu Lys Ala Asp Lys Glu Gly He 

450 455 460 

Ala Lys Asn Arg Leu Glu Leu Met Pro Cys Val Val Leu Thr Arg Val 
465 470 475 480 

Lys Glu Lys Glu Gly Lys Val He Asp His Thr Pro Val Glu Lys Leu 

485 490 495 

Lys Ala Lys Leu Asp Asn Asp Thr Val Lys Ser Ser Ala Leu Asp Gin 
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gacacacatt gcagactctt aacgcaggaa ggacttcaaa cttctgctga gaccttgggg 
10620 

tcaaggaaca tttcattggt tttttttgtc cacccccatc tcccttgctc atttggatgc 
10680 

gtcaccttaa ttctcctgct gccaccgtct ttgattcacc gggatgtaca gtttacagtt 
10740 - ■ 

gaagagcaaa cagaaaggtt ttctcttggt gggatatgca gaacttggga tgtgtgtata 
10800 

tataaatata taatatatat aaatatatat aatactgact taaaaaatca aatcccccga 
10860 

catacgtttt ttttaatctg tgccaaaaat gtgttttcag aggaaatctt attttcatat 
10920 

tcagactttg tattgcccac tcatttgtat aagtgcgctt cggtacagca cgggtcctgc 
10980 

tcccgcgatg tggaagtgtc acacggcacc tgtacaaaaa gactggctaa cccctcttcc 
11040 

tattaccttg atctcttccc ccaacttcct aacacttatt aatttatgaa actgtttttc 
11100 

tcagcgcagt tttgttttgt gtgtccattg gattacaaac tttattaaaa aatataaaac 
11160 

acaccaagtg tgagtgtgat tgtcacttgg gtgggaagac gaaccatggg tccttggctt 
11220 

atgggaacag tcagccctca tcccgctttt gctccccatg ccaagtctgt acatgggaac 
11280 

tgtttccctt ctgcctccta gtcagtcagt cctcctcccc aaggataatt ttatcttgta 
11340 

caaaggagat ttttgtcacg gacactgaac ttaaccattt ctcactcttg tggtgtcttc 
11400 

agagtcctaa ctggttctta ggtaatgtgg aaggaaggca cttccaattt tgatacagaa 
11460 

tataaccaca ccccatgcca tctcagaaac attttagcaa gctttggttt cttgtctctc 
11520- 

tcttgccccc tcttcccttc tcccagtgtg . aagcaggctg actcctgcag aggcagtggc 
11580 

ctgctggagc cctgggggct catttgatcc cgtctctgcc tccagacagg agaatgggag 
11640 

ttggggacag gcttcccctg cagctggatt ctctagaagc 
11680 

<210> 4510 
<211> 3266 
<212> PRT 

<213> Homo sapiens 
<400> 4510 

Met Gin lie Glu Val Thr Ala Trp He Gly Pro Glu Thr Glu Ser Glu 

15 10 15 

Asn Glu Phe Arg Pro Leu Asp Glu Arg He Asp Glu Phe His Pro Lys 

20 25 30 

Ala Thr Arg Thr Leu Phe He Gly Asn Leu Glu Lys Thr Thr Thr Tyr 

35 40 45 

His Asp Leu Arg Asn He Phe Gin Arg Phe Gly Glu He Val Asp He 

50 55 60 

Asp He Lys Lys Val Asn Gly Val Pro Gin Tyr Ala Phe Leu Gin Tyr 
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acccccagta accaactcca ggggctgcct ctgacccctc ctgtggtggt gacccatggg 
9000 

gtgcagattg tgcactccag cggggagctg tttcaagagt accggtacgg cgacatccgc 
9060 

acctaccacc ccccggccca gctcacacac actcagtttc ccgccgcttc ctctgttggc 
9120 

ctgccttccc ggaccaagac agctgctcag ggccctcctc ctgaaggtga gcccctgcag 
9X80 

cctcctcagc ctgtgcagtc cacacagcct gcccagcctg caccaccctg cccgccctcc 
9240 

cagctcggtc agcccggcca gccaccaagc agcaagatgc ctcaagtgtc ccaggaggca 
9300 

aaggggaccc agacgggagt agagcagcct cgcctcccag ctggacctgc aaacaggcca 
9360 

cctgagcctc acacccaggt tcagagggca caagcagaaa . caggcccgac ttccttcccc 
9420 

tcccctgtgt ctgtctccat gaagcctgac cttccagtct ctcttcccac tcagactgcc 
9480 

ccaaaacagc cgttgtttgt cccaacaacc tctggcccca gcaccccacc aggactggtt 
9540 

ctgccacaca ctgaattcca gccagccccc aaacaagatt cctctccaca -cctgacttcc 
9600 

cagagacccg tggatatggt tcaacttctg aagaagtacc ccatcgtgtg gcagggcctg 
9660 

ctggccctca agaatgacac agctgctgtg cagctccact tcgtctctgg caacaacgtc 
9720 

ctggcccatc ggtccctgcc cctttctgaa ggagggcccc cactaaggat cgcccagagg 
9780 

atgcggctgg aggcaacgca gctggaaggg gttgcccgaa ggatgacgct ggcctctgcc 
9840 

tcagtggaga cagattactg tctgctgctg gctctgccct gtggccgtga ccaagaggat 
9900 

gttgtgagcc agaccgagtc cctcaaggct gccttcatca cttacctgca ggccaagcag 
9960 

gcggcaggga tcatcaacgt tcccaaccct ggctccaatc agcctgccta cgtgctgcag 
10020 

atcttcccgc cctgtgagtt ctctgagagt cacctgtccc gcctggcccc tgacctcctt 
10080 

gccagcatct ccaacatctc tccccacctc atgattgtca ttgcctccgt gtgagccact 
10140 

gagtggttat cacctcagtg aatcttccca gggctctgca gtaaaaacaa aggacaaccc 
10200 

agccaagcag aggaagaagc tgccgaaggg gacagactcc actgccagac ggccagccgt 
10260 

ttgctgtcct gccgcccggc tcagtcggcc agacttcctc taggagtggt gctgctacct 
10320 

tgtatgttta cataatgctt tagcccaagg acacatcacc aacccatgga ctcgcagaca 
10380 

ccggggctgg gtttctcttt cctctttttg gagaaaagga acagggcagt ggaatgaaaa 
10440 

ttttttgttt gtttgttttt aagaaacaag aaaacagaac tgcctttgca ctaaattagt 
10500 

gacttggact tttgcccagt gaagacaggc tgtgacactc tggatgtctt ggtgtgtgta 
10560 
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aatgccacag caagtgcagt gaccgtcaca gcgggtgcgg ttactgctgc atctggtggt 



7380 



gtaacggcca caacaggcac ggtgacaatg gcaggggcag tgattgcgcc gtcaacaaag 



7440 



tgcaaacaga gagcgagtgc taatgaaaac agtcggttcc acccagggtc catgcctgtg 



7500 



atcgacgatc gtccggcaga cgcgggctca ggggcggggc tgcgtgtgaa cacttctgaa 



7560 



ggggttgtgc tcctgagtta ctcagggcag aagaccgaag gcccacagcg gatcagcgcc 



7620 



aagatcagcc agatcccccc ggccagtgca atggacattg aatttcagca gtcagtgtcc 



7680 



aagtcccagg tcaaacctga ttctgtcaca gcatcgcagc ctccatccaa aggccctcaa 



7740 



gctcctgcag gctatgcgaa cgtggccacc cattccacgt tggtactgac cgcccagaca 



7800 

tataatgcct ctcctgtgat ttcgtctgtg aaggccgata ggccatcctt ggagaagccc 

7860 ^ . 

gagcccattc acctctcggt gtccacgcct gtcacccagg gaggcacagt gaaggttctc 

7920 

acccagggga tcaacacacc ccctgtgctg gttcacaacc agctggtcct caccccaagc 
7980 

attgtcacca caaacaagaa gcttgctgac cccgtcaccc ttaaaatcga gaccaaggtc 
8040 

cttcagccgg ccaacctggg gtccacgctc acgccccacc accctcctgc tctgcccagc 

8100 . 
aaactgccta cagaagtcaa ccatgtcccc tcggggccca gcatcccagc agatcgaact 

8160 

gtctcccatt tggcagctgc aaagctagat gctcattctc ctcgaccaag tggacccggg 
8220 

ccatcctcat tcccaagggc aagccacccc agcagtactg catctacggc gctctccacc 
8280 

aacgccacag tcatgctggc tgcaggcatc ccagtgcccc agttcatctc cagcatccac 
8340 

ccagagcagt ctgtcatcat gccaccccac agcatcaccc agactgtgtc cctgagccac 
8400 

ctctcccagg gcgaggtgag aatgaacact cccacgctgc ccagtatcac ctacagcatc 

8460 ^ 
cggccagaag cgcttcactc tcctcgggct ccgctgcagc cccagcaaat agaggtcagg 

8520 

gccccacagc gtgccagcac cccgcagcca gccccagctg gtgtgcctgc actggcctcc 

cagcaccctc ccgaggagga agtgcattat caccttcctg tcgctcgagc cacagcccct 
8640 

gtgcagtcag aggtactagt catgcagtct gagtaccgac tgcaccccta tactgtgcca 
8700 

cgggatgtga ggatcatggt gcatccacat gtgacggcag tcagcgagca gcccagggcc 
8760 

gcggatgggg tggtgaaggt gccaccagcc agcaaggccc ctcagcagcc agggaaggaa 
8B20 

gctgccaaga caccagatgc caaagctgcc cccaccccca cccctgcccc cgtccctgtc 
8880 

cctgtccccc ttcctgcccc tgctcctgcc cctcatggtg aggcccgtat cctcacagtt 
8940 
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gatgcaccag agggccttgc cccagaggac 
5760 

acagagctgg ctgcggccat cggctccatc 
5820 

ttcccagcac ctccacctta tcctggagaa 
5880 

gcacaggcgc tgcagccttc tgaggaagga 
5940 

ctggaaactg aggctgctac agaatcttct 
6000 

gccggcccaa cagataccaa ggaagccaga 
6060 

ccagaagcca aagggtctaa agaagtggaa 
6120 

cagaaaacaa cccgatcacg ccgcaagcga 
6180 

gagagccatg tccctgaatc caaccaagct 
6240 

acaacagtac agcaccccga agccccacag 
6300 

actcctcctc agtcatgtac ttctgaccta 
6360 

caagaaatca gtgttgagga aaggactcca 
6420 

ccacctcccc agccagcacc ggtggatgag 
6480 

atcattgaaa gtgacccggt gaccccaccc 
6540 

ccttctgtaa ctgcagcaaa gctctcacct 
6600 

agccccccta ctaaggtgac agagtggatc 
6660 

actccatctc cagctcttcc cccagacaca 
6720 

accctgagga agattctcat ggaccccaag 
6780 

agtgtcacca cagccattgc agagcctgtc 
6840 

cccccgccag ttgactctaa aaagccttta 
6900 

aactctgaga tacaagcctc ggaggtgctg 
6960 

gtcattgctc ccaaaattac ctctgttatt 
7020 

aattcacaga agataacctt ggcaaaacca 
7080 

gcactcactg gcctggtgaa cgtctccctg 
7140 

aagggctcag tgaccacact gaaaagtttg 
7200 

ctgaaagggc ctg.tgaatgt tcttacgggg 
7260 

gccacggtgg gcacagtgaa tgccgcccca 
7320 



agggacaagc ctgcacacca agcaagtgaa 
atcaatgaca tttctgggga gccagaaaac 
tcccagacag atctgcaacc ccccgcaggt 
atggagacag atgaggctgt atctggcatc 
aggcctccag tcaatgctcc tgacccctca 
ggaaatagca gtgaaacctc acactcagtg 
gtcactcttg ttcggaaaga caaagggcgc 
aacacaaaca agaaagtggt ggctcctgta 
caaggtgaga gtcctgctgc aaatgagggg 
gaagaaaagc agagtgagaa accccattcc 
agcaagattc cctccacaga gaattcgtcc 
accaaagcat ctgtgccccc agaccttccc 
gagcctcaag ccaggttcag ggtgcattcc 
agcgatccaa gcatccccat acccacactg 
cctgtcgcct ctggggggat cccacaccag 
acaaggcagg aggagccacg ggctcagtct 
aaggcctctg atgttgacac cagctccagc 
tatgtgtctg ccacaagtgt cacttccaca 
agtgctgccc cttgcctaca tgaggccccg 
gaagaaaaaa cagcacctcc agtgacaaac 
gtagctgctg acaaggaaaa ggtggctcca 
agccggatgc ctgtcagcat tgacctggaa 
gctcctcaaa ccctcactgg tctggtgagc 
gtcccggtga atgccctgaa aggccccgtg 
gtgagcaccc ctgctgggcc cgtgaacgtc 
ccagtgaatg ttctcaccac tccagtgaac 
ggcacagtca atgccgctgc gagtgcagtg 
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gcactagaga agaccactgg tgacaaaacg 
4140 

actgtggagc cagctaccgt ctcagaagaa 
4200 

cctgtggaac agctggaaca agtagacctg 
4260 

gccatgatgc ctgcgggtgt tgaggaaggt 
4320 

gccaagcctc caactcccgg ggcctcgttt 
4380 

cctgacagta cccagccact ttcaaaacca 
4440 

aaggccgaaa agccagacgc cactgcagat 
4500 

gctgctcctg agtctcagcc cccagcttct 
4560 

gcaaaggata aaaagccaaa caaaagcaag 
4620 

gtgagtatcg tggagaagcc cgtcacaagg 
4680 

aagcggtcca attctcctcg gggagaagca 
4740 

gagaagatta caaggactgc ttctaaaaac 
4800 

agtttgcctc tcagccgaac aaggcgccgg 
4860 

gaccatgaaa accgctctcc tgtcaaagag 
4920 

agattggagc gagagcttca ggaggctgca 
4980 

cctccaaaga cacgccggcg agccgatgaa 
5040 

gaaacactca agccacctga gggatggcgg 
5100 

ggtggacccc aagggaaaaa gggaaaaaat 
5160 

gccaccactg aggtgggccc ccaaataggc 
5220 

gctgaggagg aggcagggag tgaacagaaa 
5280 

aacccccctg aaaccgcccc tgttgaagtt 
5340 

tccaaatcaa agagaggaag atctcgaaac 
5400 

ctgaaaaatg tggatgctgc tgtcagtccc 
5460 

gaatctgggg tggtggcagt ctcccctgag 
5520 

ttatcatccc agttgaaaag tgatccagtt 
5580 

gtgtctgcct ctgggccgtc cccagaagcc 
5640 

caggccgtgg aacacatcgc aaagctcgct 
5700 



gtagaggcgc ctttggtaac agaagagaag 
gcaaagcctg catctgaacc tgctcctgcc 
cccccaggag cagaccccga taaagaagct 
tcatcaggtg accagccgcc ttatctggat 
tcccaggcag agagcaacgt agatccagag 
gctcagaagt ctgaggaagc caatgagcca 
gctgagcctg atgcaaacca gaaagccgaa 
gaagatttag aggttgatcc tccagttgct 
cgttcaaaga cccctgttca ggcagctgca 
aagagtgaga ggatagaccg ggaaaaactc 
cagaagcttt tggaattgaa gatggaggca 
tctgctgcag accttgaaca tcccgaacca . 
aatgtaagga gcgtctatgc aaccatgggt 
cccgttgagc aaccaagagt gaccagaaag 
gcggttccca ccacccctcg gaggggaagg 
gaggaggaga acgaggccaa ggaacctgca 
tcgccaaggt cccagaaaac tgcagctggt 
gaaccgaagg tggatgctac acgtcctgag 
gtgaaagaga gctccatgga acccaaggct 
cgtgacagaa aagatgctgg cacagacaaa 
gtagagaaaa aaccggcccc tgaaaaaaac 
tccaggttag cagtggacaa atctgcaagt 
aggggggctg cagcacaggc aggggagagg 
aaaagtgaga gtccccaaaa. ggaggatggt 
gatccagaca aggaaccaga gaaagaagac 
acccagttag ccaagcagat ggagctggag 
gaggcctctg cctctgctgc ctataaggca 
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ctcaaacagc tgcaggtatt agatgatcaa ggaccagaga gagaagacgt taggaaaaac 



2520 



tattgcagtc ttcgtgatga aacacctgaa cgtaaatcag gccaagagaa atcacattca 



2580 



gtaaatactg aagaaaaaat tggcattgac atcgatcaca cgcagagtta ccgaaaacaa 



2640 



atggaacaga gtcgtaggaa acagcagatg gaaatggaaa tagccaagtc tgagaagttt 



2700 



ggcagtccta aaaaagatgt agatgaatat gaaagacgta gcctcgttca cgaggtaggc 



2760 



aaaccccctc aagatgtcac tgatgactct. cctcctagca aaaagaaaag gatggatcat 



2820 



gtcgattttg atatctgcac caagcgagaa cggaattaca gaagttcacg ccaaatcagc 



2880 

gaagattctg aaaggactgg tggttctccc agtgtccgac atggttcctt ccatgaagat 

gaggatccca taggctcccc taggctactg tcagtaaaag ggtctcctaa agtagatgaa 

3000 " - 

aaagtcctcc cctattctaa cataacagtc agggaagagt ctttaaaatt taatccttat 

3060 . . 

gattctagca ggagagaaca gatggcagat atggccaaaa taaaactatc tgtcttgaat 

3120 . 
tctgaagatg aactaaatcg ttgggactct cagatgaaac aggatgctgg cagatttgat 

3180 

gtgagtttcc caaacagcat aattaagaga gatagccttc gaaaaaggtc tgtacgagat 

3240 _ 
ctggaacctg gtgaggtgcc ttctgattct gacgaagatg gtgaacacaa atcccactca 

3300 

cccagagcct ctgcattata tgaaagttct cgattgtctt ttttattgag ggacagagaa 
3360 

gacaagctac gtgagcgaga tgaaagactc tctagttctt tagaaaggaa caaattttac 

•tcttttgcat tggataagac aatcacacca gacactaaag ctttgcttga aagagctaaa 

tibctctctt catctcgtga agaaaattgg tcttttcttg attgggactc ccgatttgca 

aattttcgaa acaacaaaga taaagaaaag gttgactctg ctccaagacc tattccatcc , 
3600 

tggtacatga aaaagaagaa aattaggact gattcagaag ggaaaatgga tgataagaaa 
3660 

gaggaccata aagaagaaga gcaagagagg caggaattgt ttgcttctcg ttttttacac 
3720 

agctcaatct ttgaacaaga ttccaagcga ttgcagcatc tagagagaaa agaggaagat 
3780 

tctgacttca tttctggtag gatctatggg aagcagacat ctgagggagc aaacagcaca 
3840 

actgattcca ttcaagaacc agtagttctg ttccatagca gatttatgga gctcacacgg 
3900 

atgcaacaga aaaaaaaaga aaaagaccag aaacccaaag aggttgagaa acaggaagat 
3960 

acagagaatc atcccaaaac cccagaatct gctcctgaga ataaagattc agaactgaaa 
4020 

actccacctt ccgttgggcc tccaagtgtc acagtcgtaa ctctagaatc agccccatca 
4080 
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aaagggagga aaatcggtgg gaataaaatt aaggtggatt ttgcaaatcg ggaaagtcag 



900 



ctggcttttt atcactgcat ggagaaatct ggtcaagaca tcagagactt ttatgaaatg 



960 



ttagccgaaa gaagagagga acgaagggca tcctacgact ataaccaaga tcgtacatat 



1020 



tatgagagtg ttcgaactcc aggcacttat cctgaggatt ccaggcggga ctatccagct 



1080 



cgagggagag agttttattc agaatgggaa acttaccaag gagactacta tgaatcacga 



1140 



tactacgatg atcctcggga atacagggat tacaggaatg atccttatga acaagatatt 



1200 



agggaatata gttacaggca aagggaacga gaaagagaac gtgaaagatt tgagtctgac 



1260 



cgggacagag accatgagag gaggccgatt gaacgaagtc aaagtcctgt tcacttgcga 



1320 



cgtccacaga gtcctggagc gtctccctct caggcagaga ggttgccgag tgattctgag 



1380 



aggaggcttt acagccgatc ctcagaccgg agtggaagct gtagctcact ctcccctcca 



1440 



agatatgaga aactggacaa gtctcgtttg gagcgctata caaaaaatga aaagacagat 



1500 



aaagaacgaa cttttgatcc ggagagagtg gagagagaga gacgcttaat acggaaggaa 



1560 



aaagtggaaa aggacaaaac tgacaagcag aaacgcaaag gaaaggttca ctcccctagt 



1620 



tctcagtctt cagaaacgga ccaagaaaat gagcgagagc aaagccctga aaagcccagg 



1680 



agttgtaata aactgagcag agagaaagct gacaaagagg gaatagcgaa aaaccgcctg 



1740 



gaactcatgc cttgcgtggt tttgactcga gtgaaagaga aagagggaaa ggtcattgac 



1800 



cacactcctg tggaaaagtt gaaagccaag cttgataatg acactgtcaa atcttctgcc 



1860 



ctggaccaga aacttcaggt ctctcagacg gagcctgcaa aatctgactt gtctaaactg 



1920 



gaatcagtta gaatgaaagt accaaaggaa aaggggcttt caagccatgt tgaagtggtg 



1980 



gagaaggaag gcaggcttaa agccaggaag cacctcaagc ctgagcagcc tgcagatggg 



2040 



gtaagtgctg tggatctgga gaagctggaa gccaggaaaa ggcgctttgc agattccaat 



2100 



ttaaaagcag aaaagcaaaa accagaggtc aagaaaagca gtccagagat ggaggatgct 



2160 



cgcgtgcttt caaaaaagca gcctgacgtg tcctctagag aggtcattct gctgagggaa 



2220 



ggagaggctg aaagaaagcc tgtgaggaaa gaaattctta aaagagaatc taaaaaaatc 



2280 



aaactggaca gacttaatac tgttgccagc cccaaagact gtcaggagct tgccagtatt 



2340 



tctgttgggt ctggctcaag gcccagctca gacctacaag caagactggg agaactagca 



2400 



ggtgaatctg tggaaaatca agaagtccaa tcaaaaaagc ccattccctc aaaaccacag 
2460 
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20 25 30 

Ser Glu Val Val Val Val Lys Asp Arg Glu Thr Gin Arg Ser Arg Gly 

35 40 45 

Phe Gly Phe Val Thr Phe Glu Asn lie Asp Asp Ala Lys Asp Ala Met 

50 55 60 

Met Ala Met Asn Gly Lys Ser Val Asp Gly Arg Gin lie Arg Val Asp 
65 70 . 75 80 

Gin Ala Gly Lys Ser Ser Asp Asn Arg Ser Arg Gly Tyr Arg Gly Gly 

85 90 95 

Ser Ala Gly Gly Arg Gly Phe Phe Arg Gly Gly Arg Gly Arg Gly Arg 

100 105 HO 

Gly Phe Ser Arg Gly Gly Gly Asp Arg Gly Tyr Gly Gly. Asn Arg Phe 

115 120 125 

Glu Ser Arg Ser Gly Gly Tyr Gly Gly Ser Arg Asp Tyr Tyr Ser Ser 

130 135 140 

Arq Ser Gin Ser Gly Gly Tyr Ser Asp Arg Ser Ser Gly Gly Ser Tyr 
145 150 155 160 

Arg Asp Ser Tyr Asp Ser Tyr Ala Thr His Asn Glu 
165 170 

<210> 4509 

<211> 11680 

<212> DNA 

<213> Homo sapiens 

<400> 4509 

nncagcagtg attccagcag tagttcaagt gatgattctc cagctcgatc agttcagtct 

60 " • . 

gcagcagtcc ctgcacccac ttcccagttg ctttcatctc tggaaaaaga tgagccccgt 

120 

aaaagttttg gcatcaaggt ccagaatctt ccagtacgct ctacagatac aagccttaaa 
180 

gatggccttt tccatgaatt taagaaattt ggaaaagtaa cttcagtgca gatacatgga 
240 

acttcagaag agaggtatgg^ tctggtattc tttcggcagc aagaggacca agaaaaagcc 
300 

ttgactgcat caaaaggaaa acttttcttt ggcatgcaga ttgaagtaac agcatggata 
360 

ggtccagaaa cagaaagtga aaatgaattt cgccccttgg atgaaaggat agatgaattt 
420 

. caccccaaag caacaagaac tctctttatt ggcaaccttg aaaaaaccac tacttaccat 
480 

gaccttcgca acatcttcca gcgctttgga gaaattgtgg atattgacat taagaaagta 

540 - 
aatggagttc ctcagtatgc gtttctgcaa tactgtgata ttgctagcgt ttgtaaagct 

600 

attaagaaga tggatgggga atatcttgga aataatcgcc tcaagctggg ttttggaaag 

660 ^ _ 

agcatgccta caaactgcgt gtggctagat gggctttctt cgaatgtgtc agatcagtat 

720 

■ ttaacacgac atttctgccg atatgggcct gtggtaaagg tggtgtttga ccgcttaaaa 
780 

ggcatggccc tggttctcta caatgaaatt gaatatgcac aagcagctgt aaaagagacc 
840 
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tgccgccatt agtttttttc tagagcccac actggcccac atagctccat cccatacggg 
tagctggctc cagctgcgcc aaggtgcaga cccgccctgg gcatgctggc ctgtgacgga 
gcctgaggtc acagccccct gactagcctg agaccttcct aggggctgtg gctgtttccg 
gggaggccgg gaggggcagc tgtgagccct gtggaggacg ttgggagtaa cgctgctttg 
ctttggcagg ttgaaggggc ccggccagga ctcggggaag ggtggcctga gagcagcgat 
glcctctggg gtcactgtcc caggagggac ttcacctgga acaagagctg gaggcagccg 
cttgcccagg aggcttgtcc cctgaggcgc ttcgccagtg aggtgcgggc tcagggcctc 



gagtctctcc tggagcacgg gctgcggtgc gccggcagct tacggggcgg ccagtccttg 
2880 

cccacaacga tgtggagccc tgtgaaagtc ggattcgaat aaagggccac gtgtgcaccc 

agaaagccga gtctgtggtt caggggggtc tgtcggcgga gcggggccac tggaagaaaa 

gcctgcggac ctcggttcag. cgcacgagta ggacccgaca gggaagactg caagggtcat 
30SO 

tgtccgagca gtgaccgcgg ggggctcgcc actgaggggg ttcgcagcgc ggagactcca 

gtctcgcggg atctgaggcg cactcggctt cgagggagcg gcggccgcgc agccgctgtc 
3180 

aggccccgtc ttgggccgag tcccgggttc cctgtagcag gctggggagc ggggcgccac 

cttcctgggc cctggacgtg gccgacgcgt tctcagtgtc cgtgaggccg gggcaggagt 

ggcgggggtc gccccgaagt gggtgggaat gagcggcccg aggtcctgaa gtcggggtcc. 

gccccgtctc cccgctgcca gcccgatttc ctcggaagcc gcgacccccc acgctgggct 

ggcagttctg ggctctgccg gctgcgcctt gccgggactc ccacgggcgg gctccgggcc 
3480 

tccgtcctga tcccttggag cgggtcgacg aagcaagttc cgcggcgggc gcgcggggca 

ctgtgggtag cgccggggct caccaggcgg aaggggggcc cggcgtcaag ctccgcctcc 

gcgccccatt ggctggcatc acctccgcgc gcctgactga cagcgcgcat aggggcgtgg 

3660 

cgcc 

3664 

<210> 4508 
<211> 172 
<212> PRT 

<213> Homo sapiens 

Met°Ila 5 Ser Asp Glu Gly Lys Leu Phe Val Gly Gly Leu Ser Phe Asp 

1 5 • 10 15 

Thr Asn Glu Gin Ser Leu Glu Gin Val Phe Ser Lys Tyr Gly Gin lie 
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gagtaaaaac ccttcctgct caagatcgtc cttccaatgg ctgtgtgttt aaagattgtg 
840 

ggagcttcgc tgaacgttaa tgtgtagtaa atgcacctcc ttgtattccc actttcgtag 
900 

tcatttcggt tctgatcttg tcaaacccag cctgaccgct tctgacgccg ggatggcctc 
960 

gttactagac ttttcttttt aaggaagtgc tgtttttttt tgagggtttt caaaacattt 
1020 

tgaaaagcat ttactttttt gaccacgagc catgagtttt caaaaaaatc gggggttgtg 
1080 

tgggtttttg gtttttgttt tagtttttgg ttgcgttgcc tttttttttt tagtggggtt 
1140 

ggccccatga agtgggtgcc ccactcactt ctctgagatc gaacggactg tgaatccgct 
1200 

ctttgtcgga agctgagcaa gctgtggctt ttttccaact ccgtgtgacg tttctgagtg 
1260 - 

tagtgtggta ggaccccggc gggtgtggca gcaactgccc tggagcccca gcccctgcgt 
1320 

ccatctgtgc tgtgcgcccc acagtagacg tgcagacgtc cctgagaggt tcttgaagat 
1380 

gtttatttat attgtccttt tttactggaa gacgtacgca tactccatcg atgttgtatt 
1440 

tgcagtggct gaggaattct tgtacgcagt tttctttggc tttacgaagc cgattaaaag 
1500 

accgtgtgaa atgaaccttg ctctgacaat tcccttgcat tgcaccacac actccttgct 
1560 

gcgggctcct gcagccagac ctgagcagag agagaaggtzg gagaagcagc gggtctgcaa 
1620 

gccttccctg gggcctgcag agctagaaag ggaggcccag cagactggcg ctggtcaggg 
1680 

taggggagcc aggcggggga cgggagcggg cagctcaggc ctcagggcag ccctgggagg 
1740 

cttctggcag tggtggccag agggctggac tgtgcgggca gcttagcagg gacagtggac 
1800 

gtgcacctga cgctgacctg gactgcctca gtctagaagc aggccagaga gcagaggcac 
1860 

gtggcatccc agggcgacct cagacggcca gccggttagc tagttctgct gttgcttcac 
1920 

gagttctgag cattctctgc tagcctatgg aagctgcagc cctcggagga cagaagtgtt 
1980 

gtgcgcccaa cagaaccctc tgagacgcaa gctgctccct tggctagctc atatgtggaa 
2040 

atagccctgt aattcgaggt aactccttcc gctcgtgtcc acatccctct tgttgagagc 
2100 

tcactgaaag tcatgtgccc ggggaatgtt cctgtgactg ttttttgttt ttcctttttt 
2160 

ttttaacttt gtttttgttt ttttcaatta agctggaact aaagtcaggc ccagccatta 
2220 

cgctccccac gtgcagccag gtgcagcctg ggcccagtca tgcctggctc atagatgaaa 
2280 

tcccttaagc aggattgaag accagtgaac gcccccgcct tttggatttt ttgctcaatt 
2340 

gaccgtcttt tccagacctc tttaagtcac actcttaact tagctttctc tgatgtctgt 
2400 
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<212> PRT 

<213> Homo sapiens 
<400> 4506 

Met Pro Gly Gly Glu Pro Arg Leu Lys Met Leu Pro Thr Pro 

1 5 10 

Gly Ser Leu Glu His Val Leu Gin Ser Asn Gin Arg Gin Lys 

20 25 30 

Arg Arg Gin Trp Trp Leu Trp Leu Ser Ser Leu Ser Asn Gin 

35 40 45 

Pro Thr Pro Ser Ala Gin Gly Gin Ala Ala Leu Arg Gin Thr 

50 55 60 

His Leu Arg Glu Ser Gly Pro Leu Ser Val Arg His Val Ala 
65 70 75 

Ala Leu Glu Thr Ala Ser His Pro Ser Gly Pro His Thr Asn 

85 90 
Pro Ser Pro Ala Thr Ser Pro Lys Cys Pro Ser Glu Pro Ala 
100 105 HO 

Ser Ser Thr Asp Ser Leu lie Lys He 
115 120 

<210> 4507 
<211> 3664 
<212>DNA 

<213> Homo sapiens 
<400> 4507 

agcacttcct taaaaagaaa agtctagtaa cgaggccatc ccggcgtcag aagcggtcag 
60 

gctgggtttg acaagatcag aaccgaaatg actacgaaag tgggaataca aggaggtgca 
120 

tttactacac attaacgttc agcgaactcc cacaatcttt aaacacacag ccattggaag 
180 

gacgatcttg agcaggaagg gtttttactc gttgtggtgc gctgtcttcc cgcttgcgtc 
240 

agggacctgc ccgactcagt ggccgccatg gcatcagatg aaggcaaact ttttgttgga 
300 

gggctgagtt ttgacaccaa tgagcagtcg ctggagcagg tcttctcaaa gtacggacag 
360 

atctctgaag tggtggttgt gaaagacagg gagacccaga gatctcgggg atttgggttt 
420 

gtcacctttg agaacattga cgacgctaag gatgccatga tggccatgaa tgggaagtct 
480 

gtagatggac ggcagatccg agtagaccag gcaggcaagt cgtcagacaa ccgatcccgt 
540 

gggtaccgtg gtggctctgc cgggggccgg ggcttcttcc gtgggggccg aggacggggc 
600 

cgtgggttct ctagaggagg aggggaccga ggctatgggg ggaaccggtt cgagtccagg 
660 

agtgggggct acggaggctc cagagactac tatagcagcc ggagtcagag tggtggctac 
720 

agtgaccgga gctcgggcgg gtcctacaga gacagttacg acagttacgc tacacacaac 
780 



Val Pro 
15 

Glu Arg 

He His 

Cys Pro 

Leu Leu 

80 
Gin Ala 
95 

Thr Pro 
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Thr He Met Lys Ala Arg Leu Lys Gly Ala Gin Thr Gly Arg Asn Leu 

20 25 30 

Leu Lys Lys Lys Ser Asp Ala Leu Thr Leu Arg Phe Arg Gin He Leu 

35 40 45 

Lys Lys He He Glu Thr Lys Met Leu Met Gly Glu Val Met Arg Glu 

50 55 60 

Ala Ala Phe Ser Leu Ala Glu Ala Lys Phe Thr Ala Gly Asp Phe Ser 

™ 70 75 , I? 

Thr Thr Val He Gin Asn Val Asn Lys Ala Gin Val Lys He Arg Ala 

85 90 95 

Lys Lys Asp Asn Val Ala Gly Val Thr Leu Pro Val Phe Glu His Tyr 

100 105 HO 

His Glu Gly Thr Asp Ser Tyr Glu Leu Thr Gly Leu Ala Arg Gly Gly 

115 120 125 

Glu Gin Leu Ala Lys Leu Lys Arg Asn Tyr Ala Lys Ala Val Glu Leu 

130 135 140 

Leu val Glu Leu Ala Ser Leu Gin Thr Ser Phe Val Thr Leu Asp Glu 

145 150 155 160 

Ala He Lys He Thr Asn Arg Arg Val Asn Ala He Glu His Gly Glu 

165 170 175 

Tyr Val He He Pro Arg He Glu Arg Thr Leu Ala Tyr He He Thr 

1B0 185 190 

Glu Leu Asp Glu Arg Glu Arg Glu Glu Phe Tyr Arg Leu Lys Lys He 

195 200 205 

Gin Glu Lys Lys Lys He Leu Lys Glu Lys Ser Glu Lys Asp Leu Glu 

210 215 220 

Gin Arg Arg Ala Ala Gly Glu Val Leu Glu Pro Ala Asn Leu Leu Ala 

225 230 235 240 

Glu Glu Lys Asp Glu Asp Leu Leu Phe Glu 

245 250 

<210> 4505 

<211> 379 

<212> DNA 

<213> Homo sapiens 

<400> 4505 

gaattcacca agaagatejcc tggaggagag ccaaggctga agatgctgcc gaccccagtg 
60 

ccgggctctc tagagcatgt gttacagtca aatcagagac agaaagagcg gagaagacag 
120 

tggtggcttt ggctgtccag cctcagtaat cagatacatc ctacaccttc agcacagggc 
180 

caggcagcct tgaggcaaac atgtccccat ctcagggaat caggaccatt gagtgtgagg 
240 

catgtggccc tcctggccct ggagacagca tcacacccct cagggcccca cacgaaccag 
300 

gcccctagcc ctgcaacgtc tcctaaatgc ccctcagagc cagcaactcc atcttccaca 
360 

gattcactaa tcaagatct 
379 

<210> 4506 
<211> 121 
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accaacaggc gtgtaaatgc cattgaacat ggtgagtatg tcatcattcc ccggattgaa' 
720 

cgtactcttg cttatatcat cacagagctg gatgagagag agcgagaaga gttctatagg 
780 

ttaaagaaaa tacaagagaa gaaaaagatt ctaaaggaaa aatctgagaa ggacttggag 
840 

caaaggagag cagctggaga ggtgttggag cctgctaatc ttctggctga agagaaggac 
900 

gaggatcttc tatttgaata atctttcctg ttctggttct ttgagaaacc ctaacactgg 
960 

cttcatttta attcacagtg tgtaggtttg atttgtgtgg ctatttattt tttggcctaa 
1020 

gaatttcact ggttgtaaaa tttacctaga tgtctattta tgggattact tttgcagaat 
1080 

cataatttag caaccattta tcatggatga aagagatctg taaaacctgc ccaggaactt 
1140 

acagaattta ctttgcagaa gcgttatcat actccattta catctgtgtt acacgtgatc 
1200 

tgcttaccaa gcatattagg aaatacctct taggaagcat tagcggtctc aggccaatta 
1260 

ctgtggagca gctttcattc ctacccactt gcaaaccttg gcgctgttgt ctgagattgc 
1320 

tgcagccatt cttgttacca tggtacttct caaactttgt gaaaacctgc acttttcctt 
1380 

gcatgacagg ttcctgtctt gtctgtcatg ggagccattc tgccaattta aatgcgactg 
1440 

tggtataaac agtaaaatga tttaaaagta agtcattccg tttttattaa tttactgtta 
1500 

agtcatgtto tcatgctcag atcagtagtg tcagccagag ctttctctgc agacatgtag 
1560 

gaagtgggta gctatttttc ccactccatg tattagagtt ttacaaaaag gcttactttt 
1620 

gagacaactg ttgcattttg gggtactaat aaatgattgc cgatgagtta tgagggcatt 
1680 

ataatacttc cttatttgct aattaagaaa ataactagtt cctattttag agtaagaaat 
1740 

aaggtaactt tttactattt ataagtgata aaaacttgct ttcatatatg aagatgaagc 
1800 

atttgagtgg ccacatcagg tgtctgaggt ttttagtact gtttgatttg gcatgagcca 
1860 

tccatgggga ctcagtcttt ctcgcatcca tttccaggca tttttgacat gattagccat 
1920 

ggaataatgt ttagttctga aattgtgaca ctgtctttat taatactgta ttttaatcaa 

1980 

gtg 

1983 

<210> 4504 
<211> 250 
<212> PRT 

<213> Homo sapiens 

<400> 4504Ser Gly Lys Asp Arg He Glu He Phe Pro Ser Arg Met Ala Gin 
1 5 10 15 
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65 70 75 80 

Glu Gin Gly Val Arg Pro Arg Asp Leu Ser Ala He Tyr Glu Ala He 

85 90 95 

Pro Leu Ser Pro Gly Met Ser Asp Leu Leu Gin Phe Val Ala Lys Gin 

100 105 HO 

Gly Ala Cys Phe Glu Val He Leu lie Ser Asp Ala Asn Thr Phe Gly 

115 120 125 

Val Glu Ser Ser Leu Arg Ala Ala Gly His His Ser Leu Phe Arg Arg 

130 135 140 

He Leu Ser Asn Pro Ser Gly Pro Asp Ala Arg Gly Leu Leu. Ala Leu 
145 150 155 16° 

Arg Pro Phe His Thr His Ser Cys Ala Arg Cys Pro Ala Asn Met Cys 

165 170 I 75 

Lys His Lys Val Leu Ser Asp Tyr Leu Arg Glu Arg Ala His Asp Gly 

180 185 190 

Val His Phe Glu Arg Leu. Phe Tyr Val Gly Asp Gly Ala Asn Asp Phe 

195 200 205 

Cys Pro Met Gly Leu Leu Ala Gly Gly Asp Val Ala Phe Pro Arg Arg 

210 - 215 220 • 

Glv Tyr Pro Met His Arg Leu He Gin Glu Ala Gin Lys Ala Glu Pro 
22 5 230 235 240 

Ser Ser Phe Arg Ala Ser Val Val Pro Trp Glu Thr Ala Ala Asp Val 

245 250 255 

Arg Leu His Leu Gin Gin Val Leu Lys Ser Cys 
260 265 

<210> 4503 

<211> 1983 

<212> DNA 

<213> Homo sapiens 

<400> 4503 

ncggaaggca agtgaaaatg ggtgtccctg ctgcctctta gcaacaagag gggtcaagtg 
60 

acacaaccag ctgactcccg tagaggaaga cactgtggag gccagttctg gagctattgc 

agcctcggtt gcccggccgg ggacccgagc cgaaaagtta tcgtcagaat gtcgggcaaa 
180 

gaccgaattg aaatctttcc ctcgcgaatg gcacagacca tcatgaaggc tcgattaaag 

ggagcacaga caggtcgaaa cctcctgaag aaaaaatctg atgccttaac tcttcgattt 
300 

cgacagatcc taaagaagat aatagagact aaaatgttga tgggcgaagt gatgagagaa 
360 

gctgcctttt cactagctga agccaagttc acagcaggtg acttcagcac tacagttatc 
420 

caaaatgtca ataaagcgca agtgaagatt cgagcgaaga aagataatgt agcaggtgtt 

480 ^ v 
actttgccag tatttgaaca ttaccatgaa ggaactgaca gttatgaact gactggttta 

540 

gccagaggtg gggaacagtt ggctaaatta aagaggaatt atgccaaagc agtggaacta 
600 

ctggtggaac tagcttctct gcagacttct tttgttactt tggatgaagc tattaagata 
660 
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gacggcgtgc acttcgagcg cctcttctac gtgggtgatg gtgcaaatga cttctgcccc 



840 



atggggctgc tggcgggcgg cgacgtggcc ttcccgcgcc gcggctaccc catgcaccgc 



900 



ctcattcagg aggcccagaa ggccgagccc agctcgttcc gcgccagcgt ggtgccctgg 



960 



gaaacggctg cagatgtgcg cctccacctg caacaggtgc tgaagtcgtg ctgagtctgg 



1020 



ccgcctgcag gggggtaccc gggccaacgg cggagggggc ggggaaggga gattcggcaa 



1080 



agacagcttt actactccct tttccctttg gctttgttat gtccctctgg gaatttctgg 



1140 



aatctcgtat ttgggggctt ggggaagggg gctcagagcc gtccctatct attcagttaa 



1200 



cccacctcgg ctgcctcccc cactccactg tgcacggttg agttctggag tctgacccat 



1260 



cgcggggtgg cgcgcaaacc ttggaaggca gcagtatttc ctggtcctcc caactgggag 



1320 



gaaggggccc ccccggcagg tgagagaagg aacatctccc gccgctgtaa cttgttgcct 



1380 



cgggctgcgt gaccgcccct cctccagtct actgtggagg gaacccagga tcctgaaatt 



1440 



ctcctggccg caagaactcc ccacagaggc agaagagggt ctccacctat ggccccaggc 



1500 



ctttgcgatc ttgcttcacc caccgcgacc ccacactatt tctgtgctgt ccacactctc 



1560 



ttgcctcccg acccccgcac tcccttctag cacccccaaa ggaaaagcca gaggaacaat 



1620 



cgcctcctgg tggtggtacg aggtagcgca ccgtccggct cgggtccgga cagccagtaa 



1680 



cctcgcagag agtgacggtg tctccttgca tcccagcctc gtctatgcag caagagacca 



1740 

gggacttcac caaagtcacc ctcgcgggct gggccttcca cgcatccccc ccacccccca 
1800 

tggaacagaa agccatgttt ttaagcagaa ccagcgaaac ccaagcccct ccttcctctg 

1860 

gtgttt 

1B66 

<210> 4502 
<211> 267 
<212> PRT 

<213> Homo sapiens 
<400> 4502 

Met Ser Gly Cys Phe Pro Val Ser Gly Leu Arg Cys Leu Ser Arg Asp 

1 5 10 1* 

Gly Arg Met Ala Ala Gin Gly Ala Pro Arg Phe Leu Leu Thr Phe Asp 

20 25 30 

Phe Asp Glu Thr He Val Asp Glu Asn Ser Asp Asp Ser He Val Arg 

35 40 45 

Ala Ala Pro Gly Gin Arg Leu Pro Glu Ser Leu Arg Ala Thr Tyr Arg 

50 55 60 

Glu Gly Phe Tyr Asn Glu Tyr Met Gin Arg Val Phe Lys Tyr Leu Gly 
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cagtggtttg tccgctgcca eg 
562 

<210> 4500 
<211> 91 
<212> PRT 

<213> Homo sapiens 
<400> 4500 

Xaa lie Thr Asp Tyr Ala Val Gin Pro His Val Gly Thr Gly Ala Val 

1 5 10 15 ■ 

Lys Val Thr Pro Ala His Ser Pro Ala Asp Ala Glu Met Gly Ala Arg 

20 25 30 

His Gly Leu Ser Pro Leu Asn Val He Ala Glu Asp Gly Thr Met Thr 

35 40 45 

Ser Leu Cys Gly Asp Trp Leu Gin Gly Leu His Arg Phe Val Ala Arg 

50 55 60 

Glu Lys He Met Ser Val Leu Ser Glu Arg Gly Leu Phe Arg Gly Leu 
65 70 * 75 80 

Gin Asn His Pro Met Val Leu Pro He Cys Arg 
85 90 

<210> 4501 

<211> 1866 

<212> DNA 

<213> Homo sapiens 

<400> 4501 

gggtggataa gacaccgcgt cccctccaat tcccgtaagc accccttgct ccatcctgcg 
60 

ccccaatacc tcagctagcc cccttcccca cttcttacac tccaaactca geegggacag 
120 

acctctgctg ccgccgcccc cacgaaegtg tgacgaegge tggaggccaa cagagtccct 
180 

acaggtggtg etcaeggtaa tgcaccgaca atgagtggct gttttccagt ttctggcctc 
240 

cgctgcctat etagggaegg caggatggee gcgcagggcg cgccgcgctt cctcctgacc 
300 

ttcgacttcg acgagactat cgtggacgaa aacagegacg attcgatcgt gcgcgccgcg 
360 

ccgggccagc ggctcccgga gagectgega gccacctacc gegagggett ctacaacgag 
420 

tacatgeage gcgtcttcaa gtacctgggc gagcagggcg tgcggccgcg ggacctgagc 
480 

gccatctacg aagccatccc tttgtcgcca ggcatgagcg acctgctgca gtttgtggca 
540 

aaacagggcg cctgcttcga ggtgattctc atctccgatg ccaacacctt tggcgtggag 
600 

agctcgctgc gcgccgccgg ccaccacagc ctgttccgcc gcatcctcag caacccgtcg 
660 

gggccggatg cgeggggact gctggctctg cggccgttcc acacacacag ctgcgcgcgc 
720 

tgccccgcca acatgtgcaa gcacaaggtg ctcagcgact acctgcgcga gcgggcccac 
780 
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50 55 60 

Asn Leu Ser Ser Thr Phe Val Ser Leu Ala Leu Arg Lys Val Gly Asp 
65 70 75 80 

Trp Pro Leu Ser Ala Arg Arg Glu Lys Gly Leu Asn Gin Glu Pro Gin 

85 90 .95 

Gly Arg Gly Leu Ala Leu Gin Lys Met Gly Gin Glu Glu Glu Ser Pro 

100 105 11° 

Pro Arg Glu Glu Arg Pro Gin Gin Ser Pro Lys Ala Ser Pro Gly Leu 

115 120 125 

Leu Ala Ala Ala Leu Gin Gin Ser Gin Glu Leu Ala Lys Leu Gly Thr 

130 135 140 

Ser Phe Ala Gin Asn Gly Phe Tyr His Glu Ala Val Val Leu Phe Thr 
145 150 155 ' 160 

Gin Ala Leu Lys Leu Asn Pro Gin Asp His Arg Leu Phe Gly Asn Arg 

165 170 - 175 

Ser Phe Cys His Glu Arg Leu Gly Gin Pro Ala Trp Ala Leu Ala Asp 

180 -185 190 
Ala Gin Val Ala Leu Thr Leu Arg Pro Gly Trp Pro Arg Gly Leu Phe 

!95 200 205 

Arg Leu Gly Lys Ala Leu Met Gly Leu Gin Arg Phe Arg Glu Ala Ala 

210 215 220 

Ala Val Phe Gin Glu Thr Leu Arg Gly Gly Ser Gin Pro Asp Ala Ala 
225 230 235 240 

Arg Glu Leu Arg Ser Cys Leu Leu His Leu Thr Leu Gin Gly Gin Arg 

245 250 255 

Gly Gly He Cys Ala Pro Pro Leu Ser Pro Gly Ala Leu Gin Pro Leu 

260 265 270 

Pro His Ala Glu Leu Ala Pro Ser 
275 280 

<210> 4499 

<211> 562 

<212> DNA 

<213> Homo sapiens 

<400> 4499 

ntcatcacag actatgctgt tcagccacat gtgggcacgg gggcagtgaa ggtgactcca 
60 

gctcacagtc ctgccgatgc tgagatgggg gcccgacatg gcttgagccc cttgaatgtc 
120 

attgcggagg atgggaccat gacctccctc tgcggggact ggttgcaggg tcttcaccgg 
180 

tttgtggccc gggaaaagat aatgtctgtg ctgagtgaac ggggcctatt ccggggcctc 
240 

cagaaccacc ccatggtact gcccatctgc aggtaatctc attttaactc ctttactaag 
300 

ggctacccca aaagggaatg tatggagctt aagggtgaca ataggatggg ctctgcaccc 
360 

ctccgttaga atacgagctc cgtgtcggtt ttattcgcta ttgtatcctc agtaccaagg 
420 

gcctggcatg gcatggggtc ctgtgcccct gggagaagtc acagggccgg aagagcagtg 
480 

gactcaccct gtctctcttt cagccgttct ggggatgtga tagaatacct gctgaagaac 
540 
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515 520 525 

Trp Gly Leu Glu Cys Gly Lys Arg Pro Gly Val Tyr Thr Gin Val Thr 

' 530 535 540 

Lys Phe Leu Asn Trp He Lys Ala Thr He Lys Ser Glu Ser Gly Phe 
545 550 555 560 

<210> 4497 

<211> 840 

<212> DNA 

<213> Homo sapiens 

<400> 4497 

nnacgcgtga aacagaaagc agagaaaaag cgactcaaga agaagcgtca aaaggaacgg 
60 

aagcgacagg agcgtttgga gcagtactgt ggggagccca aggccagcac tacctcagat 
120 

ggagatgaga gccccccatc cagccctgga aacccagttc agggacagtg tggtgaagaa 
180 

gaggactcac tggatctatc tagcactttt gtgtctctgg ctttgcgcaa ggttggggat 
240 

tggcccctca gtgcccgcag agagaaggga ctgaaccagg agccccaagg caggggtctg 
300 

gccctccaga agatgggtca agaggaagag agccctccaa gagaggagag gccccagcag 
360 

agtccaaagg catctccggg actgctggca gctgccttac aacagagcca ggaactggca 
420 

aagttgggta ccagctttgc tcaaaatggt ttctaccatg aggccgtggt cctcttcacc 
480 

caggccttga agctcaaccc ccaggaccac cggttatttg gaaatcgttc cttctgccat 
540 

gagcggttgg gtcagccagc gtgggccctg gctgatgccc aggtggccct taccctacgg 
600 

cctggctggc cccggggcct cttccgcctg ggcaaggcct tgatgggact acagcgcttc 
660 

agagaggcag ctgctgtgtt tcaggaaact ctgagaggtg ggtcccagcc tgacgcagcc 
720 

cgagagctcc gctcttgcct tctccacctc acactgcagg gtcagcgagg aggaatctgt 
780 

gcaccgcctc tgtcacctgg ggccctccag ccacttcccc atgctgagct ggcaccctca 
840 

<210> 4498 

<211> 280 

<212> PRT 

<213> Homo sapiens 

<400> 4498 

Xaa Arg Val Lys Gin Lys Ala Glu Lys Lys Arg Leu Lys Lys Lys Arg 

15 10 15 

Gin Lys Glu Arg Lys Arg Gin Glu Arg Leu Glu Gin Tyr Cys Gly Glu 

20 25 30 

Pro Lys Ala Ser Thr Thr Ser Asp Gly Asp Glu Ser Pro Pro Ser Ser 

35 40 45 

Pro Gly Asn Pro Val Gin Gly Gin Cys Gly Glu Glu Glu Asp Ser Leu 
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85 90 95 

Cys Ser Cys Leu Ala Pro Phe Ser Gly Asn Lys Cys Gin Lys Val Gin 

100 105 H° 

Asn Thr Cys Lys Asp Asn Pro Cys Gly Arg Gly Gin Cys Leu lie Thr 

115 120 125 

Gin Ser Pro Pro Tyr Tyr Arg Cys Val Cys Lys His Pro Tyr Thr Gly 

130 135 140 

Pro Ser Cys Ser Gin Val Val Pro Val Cys Arg Pro Asn Pro Cys Gin 
145 150 155 160 

Asn Gly Ala Thr Cys Ser Arg His Lys Arg Arg Ser Lys Phe Thr Cys 

165 170 175 

Ala Cys Pro Asp Gin Phe Lys Gly Lys Phe Cys Glu He Gly Ser Asp 

180 185 190 

Asp Cys Tyr Val Gly Asp Gly Tyr Ser Tyr Arg Gly Lys Met Asn Arg 

195 200 . 205 

Thr val Asn Gin His Ala Cys Leu Tyr Trp Asn Ser His Leu Leu Leu 

210 215 220 

Gin Glu Asn Tyr Asn Met Phe Met Glu Asp Ala Glu Thr His Gly lie 
225 230 235 240 

Gly Glu His Asn Phe Cys Arg Asn Pro Asp Ala Asp Glu Lys Pro Trp 

245 250 255 

Cys Phe lie Lys Val Thr Asn Asp Lys Val Lys Trp Glu Tyr Cys Asp 

260 265 270 

Val Ser Ala Cys Ser Ala Gin Asp Val Ala Tyr Pro Glu Glu Ser Pro 

275 280 285 

Thr Glu Pro Ser Thr Lys Leu Pro Gly Phe Asp Ser Cys Gly Lys Thr 

290 295 300 

Glu He Ala Glu Arg Lys lie Lys Arg lie Tyr Gly Gly Phe Lys Ser 
■ 305 310 315 320 

Thr Ala Gly Lys His Pro Trp Gin Ala Ser Leu Gin Ser Ser Leu Pro 

325 330 335 

Leu Thr lie Ser Met Pro Gin Gly His Phe Cys Gly Gly Ala Leu He 

340 345 350 

His Pro Cys Trp Val Leu Thr Ala Ala His Cys Thr Asp lie Lys Thr 

355 360 365 

Arg His Leu Lys Val Val Leu Gly Asp Gin Asp Leu Lys Lys Glu Glu 

370 375 380 

Phe His Glu Gin Ser Phe Arg Val Glu Lys lie Phe Lys Tyr Ser His 
385 390 395 400 

Tyr Asn Glu Arg Asp Glu lie Pro His Asn' Asp lie Ala Leu Leu Lys 

405 410 415 

Leu Lys Pro Val Asp Gly His Cys Ala Leu Glu Ser Lys Tyr Val Lys- 

420 425 430 

Thr Val Cys Leu Pro Asp Gly Ser Phe Pro Ser Gly Ser Glu Cys His 

435 ' 440 445 

He Ser Gly Trp Gly Val Thr Glu Thr Gly Lys Gly Ser Arg Gin Leu 

450 455 460 

Leu Asp Ala Lys Val Lys Leu He Ala Asn Thr Leu Cys Asn Ser Arg 

470 475 
Gin Leu Tyr Asp His Met He Asp Asp Ser Met He Cys Ala Gly Asn 

490 495 



485 



Leu Gin Lys Pro Gly Gin Asp Thr Cys Gin Gly Asp Ser Gly Gly Pro 



500 



505 510 



Leu Thr Cys Glu Lys Asp Gly Thr Tyr Tyr Val Tyr Gly He Val Ser 
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ccaacacctc tggtcaggtt caagtctgat ttatacttga catcactctg cagctggtgg 
gccttctgag catgcctgag gccoagctgc tccgggtcgc aggtgggctg gggcaggggc 
tgcctgtagt gcacatcact ggccagctgc tggctcctct tggcctgaag gaggccgggc 
tgg^ctgtgc tgctgtgaaa ctgggaccga ctcttggcaa agtccttctt gtactcattg 

tcactctgga gcctgccaac gttgaggaaa tgcttcatcc ttgggtcatc gtcgacactg 

2 880 

cggtacccga tctgcaggcc tcggtcccgc aggaaagcct ctttgtaccg gaaatcactg 

gcgatctccc tagatgcccg ggcagtctgg aaggggatgg catccagcct gaagtcataa 
3000 

ctgccagccc gggtctgctc ccaggagttt ctgtagactt tgtcactcag atgcagcgca 

3060 4. 
ttgagg.cgag ctcgggtgaa atcgggatgg tcggggatca gggtgtatct gtgcagggat 

tctgcatctc cagatctata catgcgctca ttgcagtgca tatagctgtt cttggcatga 

accaggtctg gggagtcaac cactgtggtg aacttgatac tgtctggttt tttacggtac 

ttggtctcgc tgatgagttc tccagccttc tttgcactct ccatctgtgg ggatctcagc 

gccagccatc ctatgccctt catgccgatc aggtctgact tgtagcgcaa ctcactctgc 

agggcatggg ctttcttggc ccaggccatc ttcaggtcct cgggcagtgc tgtgaacttg 

Jgatactgtg tcctgtagtc gtggtcgctg gccagagcct gggcattctt ggcatggacc 



aggtgcacca tgtccatggg cagatggaac tgggcttggc tgctggtcgc ccccctcctg 

ta^tgaagct cgctctgcag ctggcccatg cgccggcagt gctggatccg ggggtcgtct 
3600 

cttacactct ggggccctat gag 
3623 

<210> 4496 

<211> 560 

<212> PRT 

<213> Homo sapiens 

<400> 4496 

Met Phe Ala Arg Met Ser Asp Leu His Val Leu Leu Leu Met Ala Leu 

! S 10 15 

Val Gly Lys Thr Ala Cys Gly Phe Ser Leu Met Ser Leu Leu Glu Ser 

20 25 30 

Leu Asp Pro Asp Trp Thr Pro Asp Gin Tyr Asp Tyr Ser Tyr Glu Asp 

3S 40 45 

Tyr Asn Gin Glu Glu Asn Thr Ser Ser Thr Leu Thr His Ala Glu Asn 

50 55 60 

Pro Asp Trp Tyr Tyr Thr Glu Asp Gin Ala Asp Pro Cys Gin Pro Asn 

65 70 75 

Pro Cys Glu His Gly Gly Asp Cys Leu Val His Gly Ser Thr Phe Thr 
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actgagccat caaccaagct tccggggttt gactcctgtg gaaagactga gatagcagag 
1020 

aggaagatca agagaatcta tggaggcttt aaaagcacgg cgggcaagca cccatggcag 

gcgtccctcc agtcctcgct gcctctgacc atctccatgc cccagggcca cttctgtggt 
1140 

ggggcactga tccacccctg ctgggtgctc actgctgccc actgcaccga cataaaaacc 

agacatctaa aggtggtgct aggggaccag gacctgaaga aagaagaatt tcatgagcag 

agctttaggg tggagaagat attcaagtac agccactaca atgaaagaga tgagattccc 

cacaatgata ttgcattgct caagttaaag ccagtggatg gtcactgtgc tctagaatcc 

aaatacgtga agactgtgtg cttgcctgat gggtcctttc cctctgggag tgagtgccac 

atctctggct ggggtgttac agaaacagga aaagggtccc gccagctcct ggatgccaaa 

gtcaagctga ttgccaacac tttgtgcaac tcccgccaac tctatgacca catgattgat 

gacagtatga tctgtgcagg aaatcttcag aaacctgggc aagacacctg ccagggtgac 

tctggaggcc ccctgacctg tgagaaggac ggcacctact acgtctatgg gacagtgagc 

Jggggcctgg agtgtgggaa gaggccaggg gtctacaccc aagttaccaa attcctgaat 

tggatcaaag ccaccatcaa aagtgaaagt ggcttctaag gtactgtctt ctggacctca 
1800 

gagcccactc tccttggcac cctgacaccg ggaggcctca tggccaacaa tggacacctc 
1860 

cagagcctcc aggggaccac acagtagact atccctactc taagcagaga caactgccac 

ccagcctggg ccttcccaga ccagcatttg cacaatatca ccaggcttct tctgcctccc 

ttggtaaccc aaggaatgat ggaatcaaca caacatagta tgtttgcttt ccttacccaa 
2040 

ttgcaccttc tagaaaatca gtgttcacag agactgcctc caccacaggc atcctgcaaa 
2100 

tgcagactcc agaatcccca gcatcagcgg gaaccaccat cacatcttta ttcctcagcc 
cagacactcg aggcactcaa cagaatcagc catccacgtc taggtatcag agaggaccac 
aaatacaaca ttctccatct gctttcagag ttattatttt aataaaggaa gatctgggat 
gggctggtgg gccattccag cttgccgaaa tcaaagccat ctgaagcctg tctctggtga 
acaaacttcc tctctggcct ctcaggaatc agggtggaca tggctcacaa cagcagggcc 
^tcttctttt tgacgtgcag aatctcagtg gcatctgggt tcacctcccc actctgatga 
tctccagcct ccactgcttc tgccccccgg taagctccct ggagacccag gccccttgcg 



2520 



ttggccagtt ccgcagcccg ccgagccatt tccactttgt aggagccagg aggggtccag 
2580 
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<213> Homo sapiens 
<400> 4494 

Met lie Met Gly Met lie Ala Gin Asn Lys Lys Lys Ser Cys Leu Thr 

! 5 10 15 

Thr Val Phe Tyr Arg Arg Asp Trp Glu Lys Ser Ser Cys Phe Leu Cys 

20 25 30 

Asp Leu He Ser Glu Glu Thr Asp Pro Lys lie He Thr Ala Gly Asn 

35 40 45 

Leu Val His Leu Ala Leu Arg Phe Lys Cys Asn Gin Asn Cys Pro Gin 

50 55 60 

Gly Pro Ala lie Lys Ala Leu Ser Leu Ser Thr Phe Trp Tyr Leu Val 
65 70 75 80 

Arq Glu Leu Phe Thr Val Arg Lys Cys Gly Lys He Ala Leu Cys Val 

85 90 95 

Cys Val Cys Val Cys Val Cys Val Cys Asn Leu Leu Gly Trp Gly 
100 105 HO 

<210> 4495 

<211> 3623 

<212> DNA 

<213> Homo sapiens 

cctgaatcct tggagactga catttttccc ccctaaaggc atagacaaca aaagaaattt 

tattgagagg aaaacacaag tccttaaact gcaaagatgt ttgccaggat gtctgatctc 

catgttctgc tgttaatggc tctggtggga aagacagcct gtgggttctc cctgatgtct 

itattggaaa gcctggaccc agactggacc cctgaccagt atgattacag ctacgaggat 

Sataatcagg aagagaacac cagtagcaca cttacccacg ctgagaatcc tgactggtac 
300 

tacactgagg accaagctga tccatgccag cccaacccct gtgaacacgg tggggactgc 

ctcgtccatg ggagcacctt cacatgcagc tgcctggctc ctttctctgg gaataagtgt 

cagaaagtgc aaaatacgtg caaggacaac ccatgtggcc ggggccaatg tctcattacc 
480cctactaccg ctgtgtctgt aaacaccctt acacaggtcc cagctgctcc 540 
caagtggttc ctgtatgcag gccaaacccc tgccagaatg gggctacctg ctcccggcat 

aagcggagat ccaagttcac ctgtgcctgt cccgaccagt tcaaggggaa attctgtgaa 

ataggttctg atgactgcta tgttggcgat ggctactctt accgagggaa aatgaatagg 

720 

acagtcaacc agcatgcgtg cctttactgg aactcccacc tcctcttgca ggagaattac 

lacatgttta tggaggatgc tgaaacccat gggattgggg aacacaattt ctgcagaaac 

ccagatgcgg acgaaaagcc ctggtgcttt attaaagtta ccaatgacaa ggtgaaatgg 
900 

gaatactgtg atgtctcagc ctgctcagcc caggacgttg cctacccaga ggaaagcccc 
960 
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ggtggttcct aagggaaagg gaagcacatg atcatgggaa tgatagccca gaacaaaaag 
aaatcttgtc ttaccacagt gttttatagg agagattggg agaaatcatc ctgttttctc 

480 

tgtgacctga tttcagaaga gactgatcca aaaattataa cggcagggaa cctagtgcat 

ttggcactga gatttaaatg caaccagaat tgtcctcaag gcccagccat aaaagcattg 
600 

tctctctcga ccttctggta tcttgttaga gagcttttca ctgtgaggaa gtgtggaaaa 
660 

atagctctgt gtgtgtgtgt gtgtgtgtgt gtgtgtgtgt gtaatctgtt aggttgggga 

taggttttct gctagccaat attaaaagag acctgcaata aaaaaattac cctgnatctg 
780 

atagaaagca agtgtttttg tatgtgtggg tgaatgtgtg ttcatgcccg tatatgtcta 

cacacagatg acaaattata tttgaaatcg ttggaaaata aattcagatc aaaatgcctt. 

tcaggcccat tacctagaaa tctatcttaa aacctgggta tgttcctaag gtcatttctt 
960 

tgcttatgct aaattaatta caattatgaa tggaggatat tctactgtac ttttttaaaa 

agaaactatt" tttgtgtttg aaagtgaaac caacatccag atctatagca gagtccttat 

tcttctcata aatcttttta ctttggctac aaatagatga tggtatgatt ctattatata 

ttttatataa aatccatcca aattaagttt tgggtaagtg tgttgtttaa tctgaactat 

agtaacttaa tactctaaac aatagttcac tccatttggt cctttctcca cagatgtaat 

Jatgttttca actcaggaac tatggcaagg aactttcccc agatcaaatt ctattaacgc 

igagatacaa gtcatccatg cacagccact atcataccct ttattctcac tgaaaggcag 

aactcagaac ctgttatttt atgtctgtaa tcatgtactt tggcatcttt tggaggaaag 

gggcaggata actcactgga atgtacagta ttttgctagt gcatttcaag gaatggaatc 

"ctccagta tgaaattacc agatataaaa taatgtaatg atgctgagga tataagcttt 
1560 

tagaaggtaa tttgatggta tttctttctc gaatgaaaag ctgctggttt accctcaacc 

ctattcatta gcattaccat gagtgaattt atatctaatt atttccactt gccctgttct 

"tcacacca aggaagctcc agatccagta tcttgtttgg cctcaaaaca gaagcagctt 

cttttgtctc ccagcagtag tgagccactc agtctcttcc acaggaagtt tgggagccta 
1800 

cattccttga gtcagggagc ttaattaca 
1829 

<210> 4494 
<211> 111 
<212> PRT 



3676 



WO 00/58473 PCT/US00/08621 



405 410 415 

Pro His Pro Ser Asn Glu Leu Arg Gly Leu Asn Glu Lys Met Ser Asn 

420 425 430 

Lys Cys Ser Met Leu Ser Thr Ala Glu Asp Asp He Arg Gin Asn Phe 

435 440 445 

Thr Gin Leu Pro Leu His Lys Asn Lys Gin Glu Cys He Leu Asp He 

450 455 460 

Ser Glu His Thr Leu Ser Giu Asn Asp Leu Glu Glu Leu Arg Val Asp 
465 470 475 480 

His Tyr Lys Cys Asn He Gin Ala Ser Val His Val Ser Asp Phe Ser 

485 490 495 

Thr Asp Asn Ser Gly Ser Gin Pro Lys Gin Lys Ser Asp Thr Val Leu 

500 505 510 

Phe Pro Ala Lys Asp Leu Lys Glu Lys Asp Leu His Ser He Phe Thr 

515 520 525 

His Asp Ser Gly Leu He Thr He Asn Ser Ser Gin Glu His Leu Thr 

530 535 540 

Val Glh Ala Lys Ala Pro Phe His Thr Pro Pro Glu Glu Pro Asn Glu 
545 550 555 560 

Cys Asp Phe Lys Asn Met Asp Ser Leu Pro Ser Gly Lys He His Arg 

565 570 575 

Lys Val Lys He He Leu Gly Arg Asn Arg Lys Glu Asn Leu Glu Pro 

580 585 590 

Asn Ala Glu Phe Asp Lys Arg Thr Glu Phe He Thr Gin Glu Glu Asn 

595 600 605 

Arg lie Cys Ser Ser Pro Val Gin Ser Leu Leu Asp Leu Phe Gln-Thr 

610 615 620 

Ser Glu Glu Lys Ser Glu Phe Leu Gly Phe Thr Ser Tyr Thr Glu Lys 
625 630 635 640 

Ser Gly He Cys Asn Val Leu Asp He Trp Glu Glu Glu Asn Ser Asp 

645 650 655 

Asn Leu Leu Thr Ala Phe Phe Ser Ser Pro Ser Thr Ser Thr Phe Thr 
660 665 670 

Gly Phe 



<210> 4493 
<211> 1829 
<212> DNA 

<213> Homo sapiens 
<400> 4493 

nngtataaac tgtcaaattt tcaaataata ggtagggggc tttcactagg aaaatcatgt 
60 

gctcaaaaga ggaaatgact cgtagtcagg ttcaggagtt agtggagtat ttggactttg 
120 

gtactgctgt cttccaaggt agctctaagt tttgatgtgt gggcttctga gtttatattc 
180 

tgaaaggaaa tacacttctt ttgaacatcc ccactaggtt cttttccatt gtcaataagg 
240 

agcatcagcc agtgaatctg tttcaggttt ccattctgca gaactcctcc aaagcatgtg 
300 

ctagtggcaa gacagtggtt cttatgatgt tttcccttaa cttttccttg tatgttcttg 
360 



3675 



WO 00/58473 PCT/USOO/08621 



<213> Homo sapiens 

MetlsVllr Gly Ala Met Arg lie His Ser Lys Gly His Phe Gin Gly 

1 5 10 . « 

Glv He Gin Val Lys Asn Glu Lys Asn Arg Pro Ser Leu Lys Ser Leu 

20 25 30 

Lys Thr Asp Asn Arg Pro Glu Lys Ser Lys Cys Lys Pro Leu Trp Gly 

35 40 45 

Lys Val Phe Tyr Leu Asp Leu Pro Ser Val Thr He Ser Glu Lys Leu 

50 55 60 

Gin Lys Asp lie Lys Asp Leu Gly Gly Arg Val Glu Glu Phe Leu Ser 



65 



70 75 80 



Lvs Asp He Ser Tyr Leu He Ser Asn Lys Lys Glu Ala Lys Phe Ala 

85 90 95 

Gin Thr Leu Gly Arg He Ser Pro Val Pro Ser Pro Glu Ser Ala Tyr 

100 105 HO 

Thr Ala Glu Thr Thr Ser Pro His Pro Ser His Asp Gly Ser Ser Phe 

115 120 I 25 

Lys Ser Pro Asp Thr Val Cys Leu Ser Arg Gly Lys Leu Leu Val Glu 

130 135 140 

Lys Ala He Lys Asp His Asp Phe He Pro Ser Asn Ser He Leu Ser 
!45 150 155 16° 

Asn Ala Leu Ser Trp Gly Val Lys He Leu His He Asp Asp He Arg 

165 l™ l ?s 

Tyr Tyr He Glu Gin Lys Lys Lys Glu Leu Tyr Leu Leu Lys Lys Ser 

180 185 I 90 , 

Ser Thr Ser Val Arg Asp Gly Gly Lys Arg Val Gly Ser Gly Ala Gin 

195 200 205 

Lys Thr Arg Thr Gly Arg Leu Lys Lys Pro Phe Val Lys Val Glu Asp 

210 215 220 

Met Ser Gin Leu Tyr Arg Pro Phe Tyr Leu Gin Leu Thr Asn Met Pro 

230 235 240 

Phe He Asn Tyr Ser He Gin Lys Pro Cys Ser Pro Phe Asp Val Asp 

245 250 255 

Lys Pro Ser Ser Met Gin Lys Gin Thr Gin Val Lys Leu Arg He Gin 

Y 260 265 270 

Thr Asp Gly Asp Lys Tyr Gly Gly Thr Ser He Gin Leu Gin Leu Lys 

275 280 285 

Glu Lys Lys Lys Lys Gly Tyr Cys Glu Cys Cys Leu Gin Lys Tyr Glu 

290 295 300 

Asp Leu Glu Thr His Leu Leu Ser Glu Gin His Arg Asn Phe Ala Gin 

310 

III Asn Gin Tyr Gin Val Val Asp Asp He Val Ser Lys Leu Val Phe 

325 330 335 

Asp Phe Val Glu Tyr Glu Lys Asp Thr Pro Lys Lys Lys Arg He Lys 

340 345 350 

Tyr Ser Val Gly Ser Leu Ser Pro Val Ser Ala Ser Val Leu Lys Lys 

355 360 365 

Thr Glu Gin Lys Glu Lys Val Glu Leu Gin His He Ser Gin Lys Asp 

370 375 380 

Cys Gin Glu Asp Asp Thr Thr Val Lys Glu Gin Asn Phe Leu Tyr Lys 
385 390 395 400 

Glu Thr Gin Glu Thr Glu Lys Lys Leu Leu Phe He Ser Glu Pro He 
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ccatctagta tgcaaaagca aactcaggtt aaactaagaa tccaaacaga tggcgataag 

tatggtggaa cctcaattca actccagttg aaagagaaga agaaaaaagg atattgtgaa 

tgJtgcttgc agaaatatga agatctagaa actcaccttc taagtgagca acacagaaac 

"tgcacaga gtaaccagta tcaagttgtt gatgatattg tatctaagtt agtttttgac 

tttgtggaat atgaaaagga cacacctaaa aagaaaagaa taaaatacag tgttggatcc 

ctttctcctg tttctgcaag tgtcctgaaa aagactgaac aaaaggaaaa agtggaattg 

clacatattt ctcagaaaga ttgccaggaa gatgatacaa cagtgaagga gcagaatttc 

ctgtataaag agacccagga aactgaaaaa aagctcctgt ttatttcaga gcccatcccc 

cacccttcaa .atgaattgag agggcttaat gagaaaatga gtaataaatg ttccatgtta 

ag^acagctg aagatgacat aagacagaat tttacacagc tacctctaca taaaaacaaa 

caggaatgca ttcttgacat ttccgaacac acattaagtg aaaatgactt agaagaacta 
5880 

agggtagatc actataaatg taacatacag gcatctgtac atgtttctga tttcagtaca 
5940 

gataatagtg gatctcaacc aaaacagaag tcagatactg tgctttttcc agcaaaggat 
6000 

ctcaaggaaa aggaccttca ttcaatattt actcatgatt ctggtctgat aacaataaac 

agttcacaag agcacctaac tgttcaggca aaggctccat tccatactcc tcctgaggaa 

cccaatgaat gtgacttcaa gaatatggat agtttacctt ctggtaaaat acatcgaaaa 

gtgaaaataa tattaggacg aaatagaaaa gaaaatctgg aaccaaatgc tgaatttgat 

"aagaactg aatttattac acaagaagaa aacagaattt gtagttcacc ggtacagtct 

ttactagact tgtttcagac tagtgaagag aaatcagaat ttttgggttt cacaagctac 

"agaaaaga gtggtatatg caatgtttta gatatttggg aagaggaaaa ttcagataat 

ctgttaacag cgtttttctc gtccccttca acttctacat ttactggctt ttagaattta 

aaaaatgcat acttttcaga agtgataagg atcatattct tgaaattttt ataaatatgt 

atggaaattc ttaggatttt tttaccagct ttgtttacag acccaaatgt aaatattaaa 

aataaatatt tgcaattttc tacagaattg aatacctgtt aaagaaaaat tacagaataa 
6660 

acttgtgact ggtcttgttt tacattaaaa aaaaaaaaaa aaaaaactcg ag 
6712 

<210> 4492 
<211> 674 
<212> PRT 
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ttaacaacat ccaggggtgt cactattact gatgtcagta tagctccagt acatgaggca 

agcatttgtt gaagaggtgt cactttgata atctcttgtc cccttgtctc aggatccata 

tttttaacta attaaataaa aacctggttt gagtctgttc ttcaactcta tgctccaata 

"ttattgtt tgtaacatca gtagccaaaa acctggggca gaaggcagct gcagggccgg 
3840 

cagtcctggc aaacctagaa ggcgggaata accctggtga cgggcggggc cgggctccgg 

cgcLactgc atccactagg tttggtcaac acagagccgc gccaactctc tgaggctgcg 

ccaagacctg aagcggcgga ccgagagccc gggtctgaga ctgagagagc aacggaatgg 

aggcggggta gaggcggaaa cacaacctgc agggccagag cgaggcgcga gaaggacggc 

ggcgtgaggg ggcggggcgc gcagcgcgag aaggcaggca cgaggggcga gcgcgaggcg 

gggcacggcg cgtggcgtga gacggggcgg ggcgcgcgta tcggcgccgc ggccgcgtga 
4200 

cgcgttttca aatcttcaac cgccgcagcc cactcgtttg tgctttgcgc cttcctcctc 

cgcgccttgg agccggatcc ggccccggaa acccgacccg cagacgcggt acctctactg 

cgJagaggcc gtagctggcg gaaggagaga ggcggccgtc ctgtcaacag gccgggggaa 

gccgtgcttt cgcggctgcc cggtgcgaca ctttctccgg acccagcatg taggtgccgg 

gcgactgcca tgaactccgg agccatgagg atccacagta aaggacattt ccagggtgga 
4500 

atccaagtca aaaatgaaaa aaacagacca tctctgaaat ctctgaaaac tgataacagg 

Jcagaaaaat ccaaatgtaa gccactttgg ggaaaagtat tttaccttga cttaccttct 

gtcaccatat ctgaaaaact tcaaaaggac attaaggatc tgggagggcg agttgaagaa 

tttctcagca aagatatcag ttatcttatt tcaaataaga aggaagctaa atttgcacaa 

accttgggtc gaatttctcc tgtaccaagt ccagaatctg catatactgc agaaaccact 

Jcacctcatc ccagccatga tggaagttca tttaagtcac cagacacagt gtgtttaagc 
4860 

agaggaaaat tattagttga aaaagctatc aaggaccatg attttattcc ttcaaatagt 

atattatcaa atgccttgtc atggggagta aaaattcttc atattgatga cattagatac 
4980 

tacattgaac aaaagaaaaa agagttgtat ttactcaaga aatcaagtac ttcagtaaga 
5040 

gatgggggca aaagagttgg tagtggtgca caaaaaacaa gaacaggaag actcaaaaag 
ccttttgtaa aggtggaaga tatgagccaa ctttataggc cattttatct tcagctgacc 



5160 



aatatgcctt ttataaatta ttctattcag aagccctgca gtccatttga tgtagacaag 
5220 
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tttgctacta tcagtaaaaa actccctctc ttacaggaat ggcagaaata tagacattta 
2040 

gtcatcaaaa atggcacaat gtacatcaca caaatgatta tattatggtt cataaggaaa 
2100 

acagccacaa ttttgatcag agaaatgtta atacatatga agccttaaaa cagcaacatg 
2160 

gcggggaagg agagggaggc gggaacctaa tgcatttgaa ttaaaggaaa caggcaatat 
2220 

ttggtcgatg taaacaatgc tatttaacga gtgctttatc tactttactg aaatacggaa 
2280 

atacttatgt acacgattta aatgtgcaca agacttgggc ttttttcttc tagactatgt 
2340 

acatcattca gcacacaatt caaaaagttc tggtgtattc aacacactcc cagtaagatt 
2400 

atgttacact gaaacatata atattaaact ttcaagagac tgcttttgat gctaaggagt 
2460 

aatctatttt tacaagaatg ctcaatggtg gtgatttcta gaatatcttt ttcaatatca 
2520 

ccaaaaataa gataaaattt attttaaaat tatgatttag aggtagagct gaaattattt 
2580 

atttaaatta taggaaagaa agacataaaa tcattgtgag agaataatgg tgaaaaacat 
2640" 

tcttgcctaa gagtctccat cttctttggc tatagttgtt gtttcaagtt gaaacagcat 
2700 

cactagtatt gctgccttcg aacattttgt ttctggaaaa aagcctttcc aaattcatat 
2760 

gtactgatca taatggcaca agcaggagca attttaatta agcgaggaat taggcctgaa 
2820 

aataatccgg aaaatccatt tttagcaaca atgttcttca ttataatcca ggttgacata 
2880 

'tgcaaaggca tagaaatttt atgactttca tatgtccaaa gttgtgtctg cttttgtgtt 
2940 

tttactacat caaatggtaa agttgcaaca gcagcaaaag aaccagacaa tgcccctgaa 
3000 

gtaaagttga tcataaatgt tggctcatat aaaccagatt tctcacataa ccacttcttt 
3060 

aaaatttcat agttatacca gtacattgct gagaaaggta catctctaag aacagtagga 
3120 

gcccagcccc tccaaaggga aatccaacca tcttcagata ctttcttgct gacaaatcga 
3180 

tgcagttcea cgtaagaaaa cttcttggac tgcatcttgg ttctaatcaa ttctagtgga 
3240 

cttatcacag ttactgcacc aaatctggct acaattccag caacaattgg tatgcaggtt 
3300 

tcattttctc ctaacttaga tctcagaaga gcacttaatt gatcatagca ggtaaaataa 
3360 

ataactgtgg caggaactgc catcactagg gtaggaggaa ggccactcca tagagattta 
3420 

atgccctcat ttcgaatgat tttaaaaaat gcatccaatg ttccctggaa atttcctggc 
3480 

ttcttatacc atagtttgtt gcctccctct tcacagacac atagatgatc catgagtcca 
3540 

ttactatata caaaacattt tcctttgggg agtgggttgt tttgggcttg gagtctaatt 
3600 
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tgaatagttt tcctagaaaa aaaaatattg ccttttaaaa aaaatcaaat atgtactact 



420 



ttaaaggttg caaccatctc atattgaaaa ttaaagatgt tccttcctaa aattttacat 



480 



taatcaatta aatgtttatg ttagaaaatt taacattaat agaataaaaa ctgttttaga 



540 



aacatcacca agaacactgt tgtggcacat gtttgcaaat attgcaattc ctgcaacatc 



600 



atatgtattg aaaagtctgg aaagcccatg tggctgagag ttaaatttat atactgaagt 



660 



aaaacctggg aatattcatc atgccaatta tagttcaatt attttatcag acagaactct 



720 



gagagcaaat taaaatttta aaattttacc tattccatag actgaatttt tctaggtact 



780 

attttaatac aaattattac tatagcaaaa ttctgaacac tttttggttg ttagtatatt 
840 

ttaaaagtat taatatttct ttttacctct taaatataaa gaaagcttca attcagcctt 
900 

ctattcatcc agatacattg catgtatatg tgttaaaaaa acgactaggc aattagattt 
960 

acttatctta ctttattcat aaataagaat tttcctaagt gcagtgaggg gtaggagaca 
1020 

tggaaacctt tctcatactt ataggtgata ttaaactgaa atatataact gccttttggg 
1080 

aacagtattt tttctgtttt ctatgaatta cccataagca tagcaaaacc aagataaatt 
1140 

taaatttaat attgttaaag agcactgttc aagataaact ttcatgtata tcacagtata 
1200 

gcattataca atgattttac gtaaaaatat ttagaagcac agtgatgatt ttaagaagcc 
1260 

ataaaacatt ttaatgaaat ataagaaagt catgaatatt tatgtggata tgtatgttgc 
1320 

aaatttaagg taaatcaaca taggataaac acagaagatt acatacaaac cctacatatt 
1380 " 

ttatttctgg tgaaacatat aaacactttc ctactatagt acaaaatcaa ttagttcctc 
1440 

taccagcact aaagacttgt catctaaata tattcatttt aggggagaaa aaaatgcttc 
1500 

acatttttct aaaatgaaga ctgcaataaa ttagtgcttt aaaaaatata tatatatagg 
1560 

atatagatcc taagaaaata aaactaaagt ataaaaaatg aatagcattt cttttcctgc 
1620 

catcatatcc tttcttatct cattcctaca tagaatgaat gataagctaa attatttaga 
1680 

catgtatggt gactgaaagc aatgtcttca aggaaacagc ttcttgttta gcctcttact 
1740 

ctaccatact tagagtaaaa atcaaaggat attttagaaa tgtcttgtaa ctattgttgt 
1800 

agcaataatc tgtcttgtta gaacaacaca ataaaaatga cctagagaat tccatgaaca 
1860 

atgatacttg gattacaaga gagctaaaaa tcagaggcta ttcctgtgtg caaactattt 
1920 

ttaccagtct aaatactata tggtttacca ctgaacaccc aagtttgact gaagtgaaca 
1980 
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100 








105 










110 




Cys 


Val 


Thr Asn Ala 


Met Arg Glu Asp Leu Ala Asp Asn 




His He 






115 






120 










12 5 






Arg Ala Val Thr Val 


Tyr Asp Lys 


Pro 


nla 


ser 


Phe 


Phe 


Lys 


Glu Thr 




130 
















140 








Pro 


Leu 


Asp Leu Gin 


His ' 


Arg 


Leu 




Met 


Lys 


Leu Gly 


Ser 


Met His 


145 






150 










155 








160 


Ser 


Pro 


Phe Arg Ala 


Arg 


Ser 


Glu 


Pro 


Glu 


Asp 


Pro 


Val 


Thr 


Glu Arg 






165 










170 










175 


Ser 


Ala 


Phe Thr Glu 


Arg 


Asp 


Ala 


Gly 


Ser 


Gly 


Leu 


Val 


Thr 


Arg Leu 






180 








185 










190 




Arg 


Glu 


Arg Pro Ala 


Leu 


Leu 


val 


Ser 


Ser 


Thr 


Ser 


Trp 


TVit* 








195 






200 










205 






Glu 


Asp 


Phe Ser lie 


Leu 


Leu 


Ala 


Ala 


Leu 


Glu 


Lys 


Phe 


oxu 


Ci ~\ 7i t ,&n 

AJG Li 




210 






215 










220 








Thr 


Leu Asp Gly His 


Asn 


Leu 


Pro 


Ser 


Leu Val Cys Val 


• lie' 


Thr Gly 


225 






230 










235 








240 


Lys 


Gly 


Pro Leu Arg 


Glu 


Tyr 


Tyr 


Ser 


Arg 


Leu 


He 


His 


Gin 


Lys His 






^245 










250 










255 


Phe 


Gin 


His He Gin 


Val 


Cys 


Thr 


Pro 


Trp 


Leu 


Glu 


Ala 


Glu 


Asp Tyr 






260 








265 










270 




Pro 


Leu 


Leu Leu Gly 


Ser 


Ala Asp Leu Gly Val 


Cys 


Leu^ 


His 


Thr Ser 






275 






280 










285^ 






Ser 


Ser 


Gly Leu Asp 


Leu 


Pro 


Met 


Lys 


Val 


Val 


Asp 


Met 


Phe Gly Cys 




290 






295 










300 








Cys 


Leu 


Pro Val Cys 


Ala 


Val 


Asn 


Phe 


Lys 


Cys 


Leu 


His 


Glu 


Leu Val 


305 






310 










315 








320 


Lys 


His 


Glu Glu Asn 


Gly 


Leu 


Val 


Phe 


Glu 


Asp 


Ser 


Glu 


Glu 


Leu Ala 




325 










330 










335 


Ala 


Gin 


Leu Gin Met 


Leu 


Phe 


Ser 


Asn 


Phe 


Pro 


Asp 


Pro 


Ala 


Gly Lys 






340 








345 










350 




Leu 


Asn 


Gin Phe Arg 


Lys 


Asn 


Leu 


Arg 


Glu 


Ser 


Gin 


Gin 


Leu Arg Trp 






355 






360 










365 






Asp 


Glu 


Ser Trp Val 


Gin 


Thr 


Val 


Leu 


Pro 


Leu 


Val 


Met 


Asp 


Thr 



370 ■ 375 380 



<210> 4491 
<211> 6712 
<212> DNA 

<213> Homo sapiens 
<400> 4491 

ngtttttttt tttttttttt ttaaaagcag taatatcttt tatttaaaaa gttcatctta 
60 

gaagaaaatt caaaagggat acaataaact tttccatatc ccaaaaactt gtgeccaaga 
120 

caaaaagagg gaagaattta agtttagggg tacatatgea ggtttgttac acaggtaaac 
180 

ttttgtgtca tggggattta ttatacagat tatttcatca cccaggtatt aagcctagta 
240 

cccattagtt atttttcctg ttcctctccc tcctcccacc ctccaccctt tgataggece 
300 

cagtacatgt tgttccgaga gggaaaaatt taaaaaacat atgcagttaa ataaccataa 
360 
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ttcacgcccc atgcccctgc tagcgtatta 
1440 

gaactcctca tcctgcgttt ggtctccagg 
1500 

tgattcctgt cttgaaaaaa gcacctgctg 
1560 

gtgggcttgg ctttgtgagg aactgagtgt 
1620 

cacacgtttt tatttgcaca aagaaaatgc 
1680 

tttatggtga ttttcttaag aaccagaact 
1740 

gatagccgat gtcttattag agggcagttt 
1800 

caaacattcc agtccaatga aagttttatc 
1860 

gagtgatttg attctcacaa tcccgttgga 
1920 

agcattgcca tctccaagtg ctcttcgtag 
1980 

gcttcccata tgatcccagc ccggcctagc 
2040 

ttgtggacgg taaaggccac gtagacctca 
2100 

agcctccgca ggaccctgac cagcgacacg 
2160 

gcaaaatatc ccgcagcagc tcagaatctg 
2220 

gtgtggacgg gggagagaga aatctcaagg 
2280 

tagaatgtgt tggcaaagct ctatgtgatc 
2340 

tggaagccac agcggctgaa agcctgacct 
2390 

<210> 4490 
<211> 383 
<212> PRT 

<213> Homo sapiens 



<400> 4490 



Xaa 


He 


Gin 


He 


Val 


Gly 


Leu 


Thr 


1 








5 








Pro 


Arg 


Val 


Phe 


Gin 


Tyr 


Gly Val 








20 










Leu 


Leu 


Trp 


Lys 


Leu 


Met 


Trp 


Arg 






35 










40 


Gin 


Asn 


Pro 


Pro 


Gly Leu 


Pro 


Ser 




50 










55 




Cys 


Leu 


Cys 


Gly 


Ser 


Lys 


Leu 


Val 


65 










70 






Ser 


He 


Met 


Gly 


Leu 


Val 


His 


Gly 










85 








Ala 


Lys 


Trp 


Tyr 


Glu 


Lys 


Phe 


Phe 



ctgttctgtg acttccctgt gacctctgca 
tgtccccttt ctgccgtgtt cctaacattt 
caccgtaagc ccagggatgt ggcagctgca 
gtccacgttg ggggaacatc atacttgata 
tatttttgga gccagaattt tcatgtctga 
gctggcagaa agggggcacc cacacgctta 
gtggttcctg atttggaaat taacattctc 
cgctttccca tataaaaatt cttcccatga 
gtcgtgtgtg agtcctacag tgtgaggttc 
ggaaacagtt tctggtcatg atgagcttcc 
tcggtggtga acagctggca cgtctctggg 
ggagcccgct ggtgctccca gcaggcagcc 
atggcttctg ggcaatacag cacgtcttct 
atgagtctct taactttgct tctaagctca 
gcgcattcac aggaacatta naacacgcaa 
nctccctggg gacgtggagc cagttggaag 
tcagatgtcg cagggtgcac 



Glu 


Leu 


Gin 


Ser 


Leu 


Ala 


Val 


Gly 




10 










15 




Lys 


Val 


Val 


Leu 


Gin 


Ala 


Met 


Tyr 


25 










30 






Glu 


Pro 


Gly Ala 


Tyr 


He 


Phe 


Leu 










45 








He 


Ala 


Val 


Cys 


Trp 


Phe 


Val 


Gly 








60 










lie 


Asp 


Trp 


His 


Asn 


Tyr 


Gly 


Tyr 






75 










80 


Pro 


Asn 


His 


Pro 


Leu 


Val 


Leu 


Leu 




90 










95 




Gly Arg 


Leu 


Ser 


His 


Leu 


Asn 


Leu 
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<210> 4489 

<211> 2390 

<212> DNA 

<213> Homo sapiens 

<400> 4489 

ngaattcaga ttgtggggtt gacagaactt cagagtcttg cagttgggcc ccgagttttc 
60 

cagtacggag tcaaagttgt acttcaggct atgtacttgc tgtggaagtt gatgtggagg 
120 

gagccaggtg cctatatctt tctccagaac cccccaggtc tgcctagcat tgctgtctgc 
180 

tggttcgtgg gctgcctttg tggaagcaag ctcgtcattg actggcacaa ctatggctac 
240 

tccatcatgg gtctggtgca tggccccaac catcccctcg ttctgctggc caagtggtac 
300 

gagaagttct ttgggcgcct gtcccacctg aacctgtgtg ttaccaatgc tatgcgagaa 
360 

gacctggcgg ataactggca catcagggct gtgaccgtct acgacaagcc cgcatctttc 
420, 

tttaaagaga cacctctgga cctgcagcac cggctcttca tgaagctggg cagcatgcac 
480 

tctccgttca gggcccgctc agaacctgag gacccagtca cggagcggtc ggccttcacg 
540 

gagcgggatg ctgggagcgg gctggtgacg cgtctccgtg agcggccagc cctgctggtc 
600 

agcagcacga gctggacaga ggacgaagac ttctccatcc tgctggcagc tttagaaaag 
660 

tttgaacaac tgactcttga tggacacaac cttccttctc tcgtctgtgt gataacaggc 
720 

aaagggcctc tgagggagta ttatagccgc ctcatccacc agaagcactt ccagcacatc 
780 

caggtctgca ccccctggct ggaggccgag gactaccccc tgcttctagg gtcggcggac 
840 

ctgggtgtct gtctgcacac gtcctccagt ggcctggacc tgcccatgaa ggtggtggac 
900 

atgttcgggt gctgtttgcc tgtgtgtgct gtgaacttca agtgtttaca tgagctggtg 
960 

aaacatgaag aaaatggcct ggtctttgag gactcagagg aactggcagc tcagctgcag 
1020 

atgcttttct caaactttcc tgatcctgcg ggcaagctaa accagttccg gaagaacctg 
1080 

cgggagtcgc agcagctccg atgggatgag agctgggtgc agactgtgct ccctttggtt 

1140 

atggacacat aactcctggg ccagaggcta taaaacccca ggacccctgc tgtccttccc 
1200 

gcagcttctt cttggagtct cagggcaaac cctttcgagc agcacctccc agtggccaga 
1260 

agctgaaatg acagcagtgg tactgcctgg taaaagaatt ggttctgtga cccgggaagc 
1320 

tttggttggc cttgatttct tctctggagg cttggaaacg cttcctctct tcttctgttc 
1380 
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35 - 40 45 

Pro Gin Ala Val Pro His Leu He Pro Lys Val Ser Ser Asn Glu Val 

50 55 60 

Asp Ser Phe Lys Tyr Trp Trp Phe Trp Leu Ala Arg Val Ser Glu Gly 
65 70 75 BO 

Thr Glu Lys Thr Pro Lys Cys Arg Val Cys Asp Thr Ala Gin Ser Ser 
85 90 95 

Pro Met Pro Asn 
100 

<210> 4487 
<211> 387 
<212> DNA 

<213> Homo sapiens 
<400> 4487 

nnacgcgtaa agatactttt tcttttctgg attcccaatt ttaggtggca gtcgcaaccc 
60 

atactattcg gacagatggc acagaaaccg ctgcgcctct tggcttgtgg agatgttgaa 
120 

ggaaagtttg atattttatt caatagagtt caagcaattc agaagaaaag tggaaacttt 
180 

gatctgctgt tgtgtgtagg aaatttcttt ggctccaccc aagatgctga atgggaggag 
240 

tataagactg gcatcaagaa agctcctatt cagacatatg tgcttggtgc taataaccag 
300 

gaaacagtaa aatatttcca ggatgctgat ggatgtgaat tagctgaaaa cattacttat 
360 

ctgggtcgta aaggtatctt cactgga 
387 

<210> 4488 
<211> 129 
<212> PRT 

<213> Homo sapiens 



<400> 4488 



Xaa 


Arg 


Val 


Lys 


He 


Leu 


Phe 


Leu 


Phe 


Trp He 


Pro 


Asn 


Phe 


Arg 


Trp 


1 








5 










10 








15 




Gin 


Ser 


Gin 


Pro 


He 


Leu 


Phe 


Gly Gin 


Met Ala 


Gin 


Lys 


Pro 


Leu 


Arg 








20 










25 








30 






Leu 


Leu 


Ala 


Cys 


Gly 


ASp 


Val 


Glu Gly 


Lys Phe 


Asp 


He 


Leu 


Phe 


Asn 






35 










40 








45 








Arg 


Val 
50 


Gin 


Ala 


He 


Gin 


Lys 
55 


Lys 


Ser 


Gly Asn 


Phe 
60 


Asp 


Leu 


Leu 


Leu 


Cys 


Val 


Gly 


Asn 


Phe 


Phe 


Gly 


Ser 


Thr 


Gin Asp 


Ala 


Glu 


Trp 


Glu 


Glu 


65 










70 








75 










80 


Tyr 


Lys 


Thr 


Gly 


He 
85 


Lys 


Lys 


Ala 


Pro 


He Gin 
90 


Thr 


Tyr 


Val 


Leu 
95 


Gly 


Ala 


Asn 


Asn 


Gin 
100 


Glu 


Thr 


Val 


Lys 


Tyr 
105 


Phe Gin 


Asp 


Ala 


Asp 
110 


Gly 


Cys 


Glu 


Leu 


Ala 
115 


Glu 


Asn 


He 


Thr 


Tyr 
120 


Leu 


Gly Arg 


Lys 


Gly 
125 


He 


Phe 


Thr 



Gly 
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J J 










330 










335 




Glu Pro Pro 


Vol 


nis 


Ser 


Ser 


Ala 


Gin 


lie 


Val 


Ser 


LVS 


His 


Leu 


Val 




340 










345 










350 






Gly Val . Asp 


Ser 


Leu 


lie 


Gly 


Pro 


Glu 


Thr 


Gin 


He 


Gly 


Glu 


Lys 


Ser 


355 










360 










365 








Ser lie Lys 


Arg 


Ser 


Val 


He 


Glv 


Ser 


Ser 


Cvs 


Leu 


He 


Lys 


Asp 


Arg 


370 








375 










380 










Val Thr lie 


Thr 


Asn 


Cys 


Leu 


Leu 


Met 


Asn 


Ser 


Val 


Thr 


Val 


Glu 


Glu 


385 






390' 










395 










400 


Gly Ser Asn 


He 


Gin 


Gly Ser 


Val 


He 


Cys 


Asn 


Asn 


Ala 


Val 


He 


Glu 




405 










410 










415 




Lys Gly Ala Asp 


He 


Lys 


Asp 


Cys 


Leu 


He 


Gly 


Ser 


Gly 


Gin Arg 


He 




420 










425 










430 






Glu Ala Lys 


Ala 


Lys 


Arg 


Val 


Asn 


Glu 


Val 


He 


Val 


Gly 


Asn 


Asp 


Gin 


435 










440 










445 









Leu Met Glu He 
450 

<210> 4485 

<211> 513 

<212> DNA 

<213> Homo sapiens 

<400> 4485 

ggatccacgt cagcccgaca tcgctgcttt atagccatgt tcacgtgtca tatgcgtctc 
60 

agggtaccca aaatcacagg gccaactcac ggggctccta ccactctagc cagtcatggg 
120 

gtcaggaata ccccaccctc atccaaaatg tgtactcccc caaccttttg tgttcagacc 
180 

cacaggcctt atagcgccct gtgcgtgccc cagcatttcc ctgcctagtg gggctccagg 
240 . 

cgggcagggt gacctccttc cccaggcagt tccacacctg atcccaaaag tcagttctaa 
300 , 

tgaagtggat tcattcaaat actggtggtt ctggttggcc cgggtaagtg agggcacaga 
360 

gaaaaccccc aaatgtagag tatgtgacac agcacaaagc agtcccatgc caaactgatg 
420 

cagtggcatt ccaagtttag agttccaccg cttgagacca tccaggattc ttttaccaat 
480 

tacttgtcct actgtctcct atctatttca tga 
513 

<210> 4486 

<211> 100 

<212> PRT 

<213> Homo sapiens 

<400> 4486 

Met Gly Ser Gly lie Pro His Pro His Pro Lys Cys Val Leu Pro Gin 

1 5 10 . 15 

Pro Phe Val Phe Arg Pro Thr Gly Leu He Ala Pro Cys Ala Cys Pro 

20 25 30 

Ser He Ser Leu Pro Ser Gly Ala Pro Gly Gly Gin Gly Asp Leu Leu 
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agtggcctaa ctcttgtgtg ccaagatgta tcggtggggc agcagctgtc caatgtaaag 

ctcctaggaa ggctactttc tgactggctg acccaaccca gtcctgaaag tatccctcac 
1800 

ctaaaaggac ctgggagtac ttcagtccct tatcctaatc agcctttcta ga 
1852 



<210> 4484 
<211> 452 
<212> PRT 

<213> Homo sapiens " 
<400> 4484 

Met Glu'phe Gin Ala val Val Met Ala Val Gly Gly Gly Ser Arg Met 

! 5 10 15 

Thr Asp Leu Thr Ser Ser He Pro Lys Pro Leu Leu Pro Val Gly Asn 

20 25 -30 

Lys Pro Leu He Trp Tyr Pro Leu Asn Leu Leu Glu Arg Val Gly Phe 

3S - 40 4 5 

Glu Glu val He Val Val Thr Thr Arg Asp Val Gin Lys Ala Leu Cys 

50 55 ' 60 

Ala Glu Phe Lys Met Lys Met Lys Pro Asp lie Val Cys He Pro Asp 
65 70 75 80 

Asp Ala Asp Met Gly Thr Ala Asp Ser Leu Arg Tyr He Tyr Pro Lys 

85 90 95 

Leu Lys Thr Asp Val Leu Val Leu Ser Cys Asp Leu He Thr Asp Val 

100 105 11° 

Ala Leu His Glu Val Val Asp Leu Phe Arg Ala Tyr Asp Ala Ser Leu 

115 120 125 

Ala Met Leu Met Arg Lys Gly Gin Asp Set He Glu Pro Val Pro Gly 

130 135 I 40 

Gin Lys Gly Lys Lys Lys Ala Val Glu Gin Arg Asp Phe He Gly Val 
145 150 1S5 

Asp Ser Thr Gly Lys Arg Leu Leu Phe Met Ala Asn Glu Ala Asp Leu 

165 170 I 75 

Asp Glu Glu Leu val He Lys Gly Ser. He Leu Gin Lys His Pro Arg 

180 185 190 

He Arg Phe His Thr Gly Leu Val Asp Ala His Leu Tyr Cys Leu Lys 

195 200 205 

Lvs Tvr He Val Asp Phe Leu Met Glu Asn Gly Ser He Thr Ser He 

210 215 220 

Arq Ser Glu Leu He Pro Tyr Leu Val Arg Lys Gin Phe Ser Ser Ala 
225 230 235 240 

Ser Ser Gin Gin Gly Gin Glu Glu Lys Glu Glu Asp Leu Lys Lys Lys 

245 250 255 

Glu Leu Lys Ser Leu Asp He Tyr Ser Phe He Lys Glu Ala Asn Thr 

260 265 270 

Leu Asn Leu Ala Pro Tyr Asp Ala Cys Trp Asn Ala Cys Arg Gly Asp 

275 280 285 

Arg Trp Glu Asp Leu Ser Arg Ser Gin Val Arg Cys Tyr Val His He 

290 . 295 300 

Met Lys Glu Gly Leu Cys Ser Arg Val Ser Thr Leu Gly Leu Tyr Met 
305 310 315 320 

Glu Ala Asn Arg Gin Val Pro Lys Leu Leu Ser Ala Leu Cys Pro Glu 
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acaagctggc tgacccggtt tgtaaaaatg gaatttcaag cagtagtgat ggcagtaggt 



120 



ggaggatctc ggatgacaga cctaacttcc agcattccca aacctctgct tccagttggg 



180 



aacaaacctt taatttggta cccattgaac ctgcttgagc gtgttggatt tgaagaagtc 



' attgtggtta caaccaggga tgttcaaaag gctctatgtg cagaattcaa gatgaaaatg 



300 

aagccagata ttgtgtgtat tcctgatgac gctgacatgg gaactgcaga ttctttgcgc 

tacatatatc caaaacttaa gacagatgtg ctggtgctga gctgtgatct gataacagac 
420 

' gttgccttac atgaggttgt ggacctgttt agagcttatg atgcatcact tgctatgttg 
- 480 

atgagaaaag gccaagatag catagaacct gttcccggtc aaaaggggaa aaaaaaagca 
540 

gtggagcagc gtgacttcat tggagtggac agcacaggaa agaggctgct cttcatggct 

aatgaagcag acttggatga agagctggtc attaagggat ccatcctaca gaagcatcct 
660 

agaatacgtt tccacacggg tcttgtggat gcccacctct actgtttgaa aaaatacatc 
gtggatttcc taatggaaaa tgggtcaata acttctatcc ggagtgaact gattccatat 

ttagtgagaa aacagttttc ctcagcttcc tcacaacagg gacaagaaga aaaagaggag 

840 t 
gatctaaaga aaaaggagct gaagtcctta gatatctaca gttttataaa agaagccaat 

900 

acactgaacc tggctcccta tgatgcctgc tggaatgcct gtcgaggaga caggtgggaa 
960 

gacttgtcca gatcacaggt gcgctgctat gtccacatca tgaaagaggg gctctgctct 
cgagtgagca cactgggact ctacatggaa gcaaacagac aggtgcccaa attgctgtct 

j gctctctgtc cagaagaacc accagtccat tcgtcagccc agattgtcag caaacacctg 

1140 

gttggagttg acagcctcat tgggccagag acacagattg gagagaagtc atccattaag 

cgcwagtca ttggctcatc ctgtctcata aaagatagag tgactattac caattgcctt 
1260 

ctcatgaact cagtcactgt ggaggaagga agcaatatcc aaggcagtgt catctgcaac 
iatgctgtga tcgagaaggg tgcagacatc aaggactgct tgattggaag tggccagagg 
attgaagcca aagctaaacg agtgaatgag. gtgatcgtgg ggaatgacca gctcatggag 
atctgagttc tgagcaagtc agactccttc cttttggcct ccaaagccac agatgttggc 
cggcccacct gtttaactct gtatttattt cccaataaag aagggcttcc aaaggcatgc 

iggagacttg tggagcagtc caaagctcca tgtcaggtgg gctccaggtg tacacagtgt 

1620 _ 
atgttcatgt gtcatgtggt aaagatcatc tggagcaagt gtgtgggaca ggacagatac 

1680 
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275 280 285 

val Gly Phe Ala Ala Phe Ala Tyr Thr Val Lys Tyr Val Leu Arg Ser 

290 295 300 

lie Ala Gin Glu 
305 

<210> 4481 
<211> 320 
<212> DNA 

<213> Homo sapiens 
<400> 4481 

ggcacccctg tggggatggg ctgtgcctgg aggctggggg gctgcatctg gacagcctct 
60 

gggtggggcc tcggaacctc ctgctgtgca gccagaaaac aggactcggc ctgtccaccc 
120 

acgtggggag gggaccccgg gctgggcttc gtaggggctt caaggacccc tgacttctgg 

180 ^ 
ggtgtgcctg acagcagggg aggccccaga gctggccttg gccatgtcca gtccctaatt 

240 

gacctttgtc ccttccttcc cctgcctctc tgtgcgtcgc tggactcgcc acgggagttc 
300 

tcacgaatgg gcacccaatt 
320 

<210> 4482 
<211> 101 
<212> PRT 

<213> Homo sapiens 
<400> 4482 

Met Gly Cys Ala Trp Arg Leu Gly Gly Cys He Trp Thr Ala Ser Gly 

1 5 10 15 

Trp Gly Leu Gly Thr Ser Cys Cys Ala Ala Arg Lys Gin Asp Ser Ala 
20 25 30 

. Cys Pro Pro Thr Trp Gly Gly Asp Pro Gly Leu Gly Phe Val Gly Ala 
35 40 45 

Ser Arg Thr Pro Asp Phe Trp Gly Val Pro Asp Ser Arg Gly Gly Pro 

50 55 ^ 60 

Arq Ala Gly Leu Gly His Val Gin Ser Leu He- Asp Leu Cys Pro Phe 
65 70 75 80 

Leu Pro Leu Pro Leu Cys Ala Ser Leu Asp Ser Pro Arg Glu Phe Ser 

85 90 95 

Arg Met Gly Thr Gin 
100 

<210> 4483 
<211> 1852 
<212> DNA 

<213> Homo sapiens 
<400> 4483 

nnggttgcgg cgtgccggga gctgagttat agctgtgact tctgccctgc caggccgcac 
60 
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cacatcccgt gccccctgcg ctggccttca cagtaggtaa tggctccggc ccgggtgttc 
1860 

gctgtccacg gaacatggca gaggggcacc ccggcccgga aagacgccag agccagcagg 
1920 

ggctgtttcg ggccgcgtgg ctccccgggt ctcggccgtc tcccctcttc tgcgtctgtt 
1980 

ccgtgacttc gcctgggtgg gatgtaccgc aggtgcatcg cgtcgaggtg gggcacggcc 
2040 

gccggcaaga aacccaccct gtccggaggc gggcgtgaga caagcccagc ccgcacgcgc 
2100 

tcatctttct tcgttttttg atcagtttat tcagaattgc tctataattt accaattg 
2158 

<210> 4480 
<211> 308 
<212> PRT 

<213> Homo sapiens 
<400> 4480 

Xaa Arg Arg Pro Ala Ala Gly Ser Val Gly Pro lie Pro Gly Arg Cys 

1 5 ■ 10 15 

Gly Cys Phe Gly Arg Gly Pro Arg Phe Ser Ala Pro Cys Ser Gly Leu 

20 25 30 

Asp Tyr Gly Glu Pro Glu Arg Gly Gly Gly Pro Arg Ala Ala Gin Gly 

35 40 45 

Glu Met Ser Ser Thr Ser Ser Lys Arg Ala Pro Thr Thr Ala Thr Gin 

50 55 60 

Arg Leu Lys Gin Asp Tyr Leu Arg lie Lys Lys Asp Pro Val Pro Tyr 
65 70 75 80 

lie Cys Ala Glu Pro Leu Pro Ser Asn He Leu Glu Trp His Tyr Val 

85 90 95 

Val Arg Gly Pro Glu Met Thr Pro Tyr Glu Gly Gly Tyr Tyr His Gly 

100 105 HO 

Lys Leu He Phe Pro Arg Glu Phe Pro Phe Lys Pro Pro Ser He Tyr 

! 115 120 125 

Met He Thr Pro Asn Gly Arg Phe Lys Cys Asn Thr Arg Leu Cys Leu 

130 135 140 

Ser He Thr Asp Phe His Pro Asp Thr Trp Asn Pro Ala Trp Ser Val 
145 150 155 j 160 

Ser Thr He Leu Thr Gly Leu Leu Ser Phe Met Val Glu Lys Gly Pro 

165 170 175 

Thr Leu Gly Ser He Glu Thr Ser Asp Phe Thr Lys Arg Gin Leu Ala 

180 185 190 

Val Gin Ser Leu Ala Phe Asn Leu Lys Asp Lys Val Phe Cys Glu Leu 

195 200 205 

Phe Pro Glu Val Val Glu Glu He Lys Gin Lys Gin Lys Ala Gin Asp 

210 215 220 

Glu Leu Ser Ser Arg Pro Gin Thr Leu Pro Leu Pro Asp Val Val Pro 
225 . 230 235 240 

Asp Gly Glu Thr His Leu Val Gin Asn Gly lie Gin Leu Leu Asn Gly 

245 250 255 

His Ala Pro Gly Ala Val Pro Asn Leu Ala Gly Leu Gin Gin Ala Asn 

260 265 270 

Arg His His Gly Leu Leu Gly Gly Ala Leu Ala Asn Leu Phe Val He 
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acggcaaccc agaggctgaa gcaggactac cttcgcatta agaaagaccc ggtgccttac 

atctgtgccg agcccctccc ttcgaatatt ctcgagtggc actatgtcgt ccgaggccca 
300 

gagatgaccc cttatgaagg tggctattac catggaaaac taatttttcc cagagaattt 

cctttcaaac ctcccagtat ctatatgatc actcccaacg ggaggtttaa gtgcaacacc 

aggctgtgtc tttctatcac ggatttccac ccggacacgt ggaacccggc ctggtctgtc 

tccaccatcc tgactgggct cctgagcttc atggtggaga agggccccac cctgggcagt 

atagagacgt cggacttcac gaaaagacaa ctggcagtgc agagtttagc atttaatttg 
600 

aaagataaag tcttttgtga attatttcct gaagtcgtgg aggagattaa acaaaaacag 
660 

aaagcacaag acgaactcag tagcagaccc cagactctcc ccttgccaga cgtggttcca 

gacggggaga cgcacctcgt ccagaacggg attcagctgc tcaacgggca tgcgccgggg 

780 _ 
gccgtcccaa acctcgcagg gctccagcag gccaaccggc accacggact cctgggtggc 

840 

gccctggcga acttgtttgt gatagttggg tttgcagcct ttgcttacac ggtcaagtac 

900 ... 
gtgctgagga gcatcgcgca ggagtgaggc ccaggcgccg agacccaagg cgccactgag 

ggcaccgcgc accagagcgt gacctcggca ggctggacac actgcccagc acaggcagac 

1020 _ _ 

ccaccaggct cctaggttta gcttttaaaa acctgaaagg ggaagcaaaa accaaaatgt 

1080 ■ 
gtgactgggc tttggaggag actggagcct cagccctgtc ctggccacgg gccgctgggg 

1140 

ctggtgtggg tgggccttgt gtgctggatt tgtagcttat cttccgtgtt gtctttggac 

ctgttttagt aaacccgttt ttcattttat tagatgtggt cacttagaaa tgcaaacttg 
1260 

ctgccgaccg cgggctgctc ctgcgttctt ggagctcctg gcgcgtttct cggagctccc 

1320 t . 

ggctcctcag cgggtgggaa cctcggggcc caggggtgga gctggcgtcc gcgggtgctg 

1380 

gtctggcctg gccgtgtggt gatgaggctt agiggggcca gtgacggccg tggctcagga 

tccataagtc ggggtttggt ctcagcattt acaaatgtgt ttacagtcag aatgaaacac 

attccttcta gaaagtgctt gggggttttt gctgccctgg aagccaggag cctgctcact 
1560 

ccaaccacaa gtcgcccttg actgcggcgg ccgcgagcgg ggcgggggct gccggtgccc 

1620 ^ 
tccgcaggcc gggcctcctg ggcgcccctc ggtgctgcag gctggggggc cttgggtacc 

1680 _ . 

tgcagagcct tttctctgaa ttccttatgt ccggtgggcc agaagcccgt cctcctatgc 



1740 



tggtggaagg cggaggaccg gagtccctgc agaaggcccc gtgcactcgg gggcctccct 
1800 
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agtcaactta cactttttcc ttcttcattc acaaagctct tcttccctgg gccctggtat 
720 

gtatgccttt ctctcctact gtctaatagc acctcgtaaa ttgtcaatga acttttctaa 
780 

ggggtattct tgaattccca actagattgt gagcttctgg aagacaaggc tatgtctttg 
840 

attgttgtct cccctaccac agcccagtac tttagttaca gaaaataata aatatttact 
900 

gattgattga ctttcctctt gtccactagc tttaggtttg ggggccaaat tctaccctgg 
960. 

attttgaaaa attcaaactg tgaacaccac aatgttatag agcatatgag gtagtagcca 
1020 

gcatgaagga tgttttcttc ctgagaaaca gtgtcaaggg ctggaggaag agggcaaaat 
1080 

agcagactca gagggcaaat aaattttggt attacttggt cacacaaggt tatacaggtg 
1140 

ttttcttgta gga 
1153 

<210> 4478 
<211> 118 
<212> PRT 

<213> Homo sapiens 
<400> 4478 



Met 


Trp 


Lys Arg 


Gly 


Glu 


Val 


Gly Lys 


He 


Lys 


Glu 


Cys 


Leu 


Glu 


Gly 


1 






5 








10 










15 




Lys 


Thr 


Glu Tyr 


Gin 


Glu 


Ser 


Glu Phe 


Leu 


Ser 


Pro 


Ala 


Tyr 


Ser 


Asp 




20 








25 










30 






Lys 


Pro 


Leu Gly 


Leu 


Cys 


Glu Asn Ala Asp Val 


Leu 


Asp 


Arg 


Arg 


Leu 




35 








40 








45 








Trp 


Glu 


Gly Asn 


Met 


Lys 


Glu 


Glu Asn 


Asn 


Asn 


Glu 


Ser 


Lys 


Ser 


Thr 


50 








55 








60 










Ser 


lie 


Pro Gly 


His 


Phe 


He 


His Phe 


Gin 


Asp 


Tyr 


Cys 


Ala 


Pro 


He 


65 






70 








75 










80 


Ser 


Thr 


Leu Met 


Val 
85 


Cys 


Val 


Asp Thr 


Ala 
90 


Gin 


Gly 


Cys 


He 


Ser 
95 


Leu 


Arg' 


Cys 


His Thr 


Phe 


Pro 


Leu 


Val Ser 


Ser 


Asp 


He 


Met 


Pro 


Gin 


Phe 


100 








105 










110 






Leu 


Gin 


Ser His 
115 


He 


Lys 





















<210> 4479 
<211> 2158 
<212> DMA 

<213> Homo sapiens 
<400> 4479 

nngcggcggc ctgcggcggg ttcggtgggc ccaatcccgg ggcggtgcgg ctgtttcggg 
60 

cgcgggcccc gcttttccgc accctgctcc ggcctcgact acggcgagcc tgagcgcggc 
120 

ggcggcccac gcgcagcaca gggagagatg agcagcacca gcagtaagag ggctccgacc 
180 
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ccacttctga gggctggagg gacaggaact tcctttcttc cccctttctg tctcctcgcg 
420 

tgggtacaaa agcacgtctg tagtccatgt gtgtgaagag aggacgcatt ctaga 
475 



<210> 4476 
<211> 106 
<212> PRT 

<213> Homo sapiens 
<400> 4476 

Met Cys Leu Pro Pro Lys Val Lys Thr Thr Ser Leu Ser Ser Gly Asn 
. i 5 10 15 

Gly Leu His Pro Gly Gly Gly Leu Arg Ala Ala Gly Arg Gin Gin Met 

20 25 30 

Ser Arg Arg Ser Ser Ser Ser Gin. Pro Leu Pro Gin Ser Ala Arg Thr 

35 40 45 

Gly His Thr Glu Gly Ser Val Ala Leu His Gly. Ser Pro Ala Ser Arg 

50 .55 60 

Gin Thr Ser Gin Arg Trp Thr Val Cys Gin Gly Trp Asp Trp Asn Ser 
65 ™ " 80 

Arg Arg Ser Leu Asp thr Ser Gly' He Arg Glu Thr Ser Leu Gly Arg 

85 90 95 

Tyr Pro Leu Pro Ser Ser Arg Val His Ala 
100 105 

<210> 4477 

<211> 1153 

<212> DNA 

<213> Homo sapiens 

ctcttggcct ggcctcctgc agtgccacgc tccgtgtatt tgacaagctg agttggacac 

tccatgtggt agagtgtcag tttgtcaaat accccaagtg cggoacatgc ttaccagctc 

wggccaggg cagatgggat atgacgaatg gactgccagc tggatacaag gatgctcacc 

aagcaccaag ttctcacaag ttattttatg tgactttgca ggaactgagg cattatatct 

gaggacacca ggggaaaagt gtggcatctc agggaaatac agccctgggc tgtgtctaca 
300 

cacaccatga gagtgctgat gggggcgcaa tagtcttgaa aatgtataaa gtgtccagga 

atggaagtgc tctttgattc attattattt tcttccttca tattcccctc ccagagtctc 

ctatctagga catcagcatt ctcacacaag cctaatggct tatctgagta agcagggctt 
480 

agaaattcac tttcttgata ctcagtcttg ccttctaaac actccttgat cttgcctacc 

tctccccttt tccacatgtc ttttcctgta ggaacacttt ctccatttat tcctgcctat 

ccaattcttc cctatatttc ctggaccagc taaagtccag tgtttccaga gacttttgaa 
660 
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35 

Trp Arg Asp Glu 
50 

Leu Gly Val Val 
65 

Ser Ser Ser Leu 

Lys Gin Met Lys 
100 

Ala Phe Ser Pro 
115 

Lys Val Asn lie 
130 

Asp Thr Arg Gly 
145 

Lys Tyr Leu Ala 

He Ala Thr Gly 
180 

lie Arg Ser Leu 
195 

Ser Asp Asp Gly 
210 

Ala Gly Thr Leu 
225 

Cys Pro Asp Asp 

Lys Val Trp Asp 
260 

His Gin Asp Gin 
275 

He Val Ser Val 
290 

He 
305 



40 

Arg Leu Asp Leu 
55 

Ser Val Asp He 
70 

Asp Ala His He 
85 

Ser He Asp Ala 

Asp Ser Gin His 
120 

Phe Gly Val Glu 
135 

Lys Phe He Leu 
150 

Ser Gly Ala He 
165 

Lys Leu Leu His 

Thr Phe Ser Pro 
200 

Tyr He Lys He 
215 

Ser Gly His Ala 
230 

Thr His Phe Val 
245 

Val Gly Thr Arg 

Val Trp Gly Val 
280 

Gly Asp Asp Gin 
295 



Gin Trp Ser Leu 
60 

Ser His Thr Leu 
75 

Arg Leu Trp Asp 
90 

Gly Pro Val Asp 
105 . 

Leu Ala Thr Gly 

Ser Gly Lys Lys 
140 

Ser He Ala • Tyr 
155 

Asp Gly He He 
170 

Thr Leu Glu Gly 
185 

Asp Ser Gin Leu 

Tyr Asp Val Gin 
220 

Ser Trp Val Leu 
235 

Ser Ser Ser Ser 
250 

Thr Cys Val His 
265 

Lys Tyr Asn Gly 

Glu He His He, 
300 



45 

Glu Gly His Gin 

Pro He Ala Ala 
80 

Leu Glu Asn Gly 
95 

Ala Trp Thr Leu 
110 

Thr His Met Gly 
125 

Glu Tyr Ser Leu 

Ser Pro Asp Gly 
160 

Asn He Phe Asp 
175 

His Ala Met Pro 
190 

Leu Val Thr Ala 
205 

His Ala Asn Leu 

Asn Val Ala Phe 
240 

Asp Lys Ser Val 
255 

Thr Phe Phe Asp 
270 

Asn Gly Ser Lys 
285 

Tyr Asp Cys Pro 



<210> 4475 

<211> 475 

<212> DNA 

<213> Homo sapiens 



<400> 4475 

acgcgtgaac ccgtgagctt gggaggggat atcgtccaag cgaggtctct ctgatcccgc 
60 

tggtgtccag actccttctg gagttccaat cccacccctg gcacactgtc catctctggc 
120 

tggtctgtcg tgaagctgga gagccgtgca aggcgacaga gccttctgtg tggcccgtcc 
180 

tggcgctctg gggcaagggc tgacttgagc tgcttcgtct gctcatctgc tgtctgccag 
240 

ctgccctcag acctcctcct gggtgcagcc cgttcccact tgagagggag gtggtcttca 
300 

ctttaggggg taggcacatc cctgtttgcg ccttgccccg acagcctcgt caatgcccag 
360 



3657 



WO 00/58473 PCT/USOO/08621 



gccggcgcga tgccccgccc cttcgatagc tcatctttgc gcgccgcagt cgcgcggagc 

ccggcttccg acgtgcagcc tggcagtgca gtgagctgtc tggccttttg tccttgatcc 

Jtggttaagg aaatgaccaa ccagtacggt attctcttca aacaagagca agcccatgat 

gltgccattt ggtcagttgc ttgggggaca aacaagaagg aaaactctga gacagtggtc 

acaggctccc tagatgacct ggtgaaggtc tggaaatggc gtgatgagag gctggaccta 

cagtggagtc tggagggaca tcagctggga gtggtgtctg tggacatcag ccacaccctt 

cccattgctg cctccagttc tctagatgct catattcgac tctgggactt ggaaaatggc 

aaLagatga agtctataga tgcaggaccg gtggatgcct ggactttggc attctctccg 

gactcccagc atctggcaac aggaactcac atggggaaag tgaacatttt tggtgtggaa 
540 

agtggaaaaa aagaatactc tttggacact agaggaaaat tcatccttag tattgcatat 
agtcctgatg gaaaatacct ggccagcgga gccatagatg gaatcatcaa tatttttgat 
attgcaactg gaaaacttct gcataccctg gaaggccatg ccatgcccat tcgctccttg 
. Iccttttccc cggactccca gctccttgtc actgcttcag atgatggcta catcaagatc 
Jatgatgtac aacatgccaa tttggctggc acgctgagcg gccatgcctc ctgggtgctg 
aacgttgcat tctgtcctga tgacactcac tttgtttcca gttcgtctga caaaagtgta 
!aagtttggg atgttggaac gaggacttgt gttcacacct tctttgatca ccaggatcag 

gtctggggag taaaatacaa tggaaatggt tcaaaaattg tgtctgttgg agatgaccag 

1020 . _ 

gaaattcaca tctatgattg tccaatttaa acatcaaagt ctccaggctt atgctgcaaa 

1080 , „ . 

gagaatgtac ggattgatca tgacattcct taccttctta ggcttgttta aaagaaatat 

igcatttatt gtagcaaaga cttaaatttt gtagatacaa tatgaatctt ttcatgtttt 
1200 

attggaaatg ctgttcatac tttaacataa agctttctta atgcaaaaaa aaaaa 
1255 

<210> 4474 
<211> 305 
<212> PRT - 
<213> Homo sapiens 

<400> 4474 . 

Met Thr Asn Gin Tyr Gly He Leu Phe Lys Gin Glu Gin Ala His Asp 

! 5 10 15 

Asp Ala He Trp Ser Val Ala Trp Gly Thr Asn Lys Lys Glu Asn Ser 

20 25 30 

Glu Thr val Val Thr Gly Ser Leu Asp Asp Leu Val Lys Val Trp Lys 
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acagccctcc cccaacccca ggccagtcag gcacaatccc cccacccccc aaacgtcctg 
1260 

gactgcacag acctcccact ccagaccatc caggcctggt tcccaagacc cgatccttcc 
1320 

cctgcaacca gacagtctac aactgccccc tccagcccat tttctgccgt gaaaccccag 
1380 

ccagccacac cagactctgg aacccttttt cgactgcccc aactcttgga caccaggcca 

1440 ' 

actagaacac ccaacaccaa actgtacaga ctctcccacc ccaacctccc cagactctgc 

1500 

acggatgtcc taggccccct ccccaactct aaccagaccc catcccccta agtccctttg 

1560 ^ 
tcttgacccc caagtcttca accagatatc ctcggcaacc cacctcccac cctcctcctc 

1620 

ttctccttca agacccaact gagcacccgc tctgattccc cacagccttt ctccctgcca 
1680 

ccactccctt agtctttccc aggcttactc tcccaataaa tgtgctagag ctctgccaaa 
1740 

aaaagaaaaa aaagtcgacg cggccggaat t 
1771 

<210> 4472 
<211> 160 
<212> PRT 

<213> Homo sapiens 
<400> 4472 

Met Glu lie Pro Val Pro Val Gin Pro Ser Trp Leu Arg Arg Ala Ser 

1. 5 10 15 

Ala Pro Leu Pro Gly Leu Ser Ala Pro Gly Arg Leu Phe Asp Gin Arg 

20 -25 30 

Phe Gly Glu Gly Leu Leu Glu. Ala Glu Leu Ala Ala Leu Cys Pro Thr 

35 40 45 

Thr Leu Ala Pro Tyr Tyr Leu Arg Ala Pro Ser Val Ala Leu Pro Val 

50 55 60 

Ala Gin Val Pro Thr Asp Pro Gly His Phe Ser Val Leu Leu Asp Val 
65 70 75 B0 

Lvs His Phe Ser Pro. Glu Glu lie Ala Val Lys Val . Val Gly Glu His 

85 90 95 

Val Glu Val His Ala Arg His Glu Glu Arg Pro Asp Glu His Gly Phe 

100 105 HO 

Val Ala Arg Glu Phe His Arg Arg Tyr Arg Leu Pro Pro Gly Val Asp 

115 120 125 

Pro Ala Ala Val Thr Ser Ala Leu Ser Pro Glu Gly Val Leu Ser lie 

130 135 140 

Gin Ala Ala Pro Ala Ser Ala Gin Ala Pro Pro Pro Ala Ala Ala Lys 
145 150 155 160 

<210> 4473 
<211> 1255 
<212> DNA 

<213> Homo sapiens 
<400> 4473 
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Ala Ser Trp val Leu Asn Val Ala Phe Cys Pro Asp Asp Thr His Phe 

20 25 30 

Val Ser Arg Ser Gin Cys Trp Ser Gly Leu Gly Trp Pro Arg Gin Leu 

35 40 45 

Glu Ser Arg Arg Trp Thr Thr 
50 55 . 

<210> 4471 

<211> 1771 

<212> DNA . 

<213> Homo sapiens 

<400> 4471 

ctgggcccca atcaccacgc tgtgctcccc acacccgcaa ggctccccct cctcagcctt 
60 

agtttcctct tctggaaatt ggggaatctt catgtcacct tcttgacagc atttgccagg 
120 

catccagcag gcgcttaata aatggccaag tcattgtttg ggtttctaaa taaggctctc 
180 

ctaatggccg ggtctggcca cggtcccagt gtccctgggc agccctccga ggggccggca 
240 

cagggcgcac tataaatgag cggctgcgca cgcaggggca ctgcaacgcg gaggagcagg 
300 

atggagatcc ctgtgcctgt gcagccgtct tggctgcgcc gcgcctcggc cccgttgccc 
360 

ggactttcgg cgcccggacg cctctttgac cagcgcttcg gcgaggggct gctggaggcc 
420 

gagctggctg cgctctgccc caccacgctc gccccctact acctgcgcgc acccagcgtg 
480 

gcgctgcccg tcgcccaggt gccgacggac cccggccact tttcggtgct gctagacgtg 
540 

aagcacttct cgccggagga aattgctgtc aaggtggtgg gcgaacacgt ggaggtgcac 
600 

gcgcgccacg aggagcgccc ggatgagcac ggattcgtcg cgcgcgagtt ccaccgtcgc 
660 

taccgcctgc cgcctggcgt ggatccggct gccgtgacgt ccgcgctgtc ccccgagggc 
720 

gtcctgtcca tccaggccgc accagcgtcg gcccaggccc caccgccagc cgcagccaag 
780 

taggaggggg ctgggccgcg cccgcacccc gggagcctcc. tcaggctccc tctattaaag 
840 

ccgatctgac tccgcccagc cagatgtccc gagtgcgcca aggactgtcc tctcacccac 
900 

tcctggattc tgccctgacc tccatcctgg acactgcctt gataacatag acccttccac 
960 

tgacaccctc gctctcacac cccctccagc tttccgaccc cacaccgaca actccccggc 
1020 

ttccagaccc taccagcact accctaaccc tcagccgaca gtctcagccc caccgaccca 
1080 

ctttcttggc atatagcccc acttaagacc cctcctctac ttccttctga gtcctctaca 
1140 

aagacatccg ggtactacat ttccatccct tccctatttt gacaccaaat tatggtgtag 
1200 
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<213> Homo sapiens 
<400> 4468 

Xaa Asp Val Pro Lys Val Glu Val Leu Glu Arg Glu Leu Ala Trp Leu 

1 5 10 15 

Lys Glu His Leu Ser Gin Leu Glu Ser Pro Val Val Phe Cys His Asn 

20 25 30 

Asp Leu Leu Cys Lys Asn lie He Tyr Asp Ser He Lys Gly His Val 

35 40 45 

Arg Phe He Asp Tyr Glu Tyr Ala Gly Tyr Asn Tyr Gin Ala Phe Asp 

50 55 60 , 

He Gly Asn His Phe Asn Glu Phe Ala Gly Val Asn Glu Val Asp Tyr 
65 .70 75 80 

Cys Leu Tyr Pro Ala Arg Glu Thr Gin Leu Gin Trp Leu His Tyr Tyr 

85 90 95 

Leu Gin Ala Gin Lys Gly Met Ala Val Thr Pro Arg Glu Val Gin Arg 

100 105 HO 

Leu Tyr Val Gin Val Asn Lys Phe Ala Leu Ala Ser His Phe Phe Trp 

115 120 . 125 

Ala Leu Trp Ala Leu He Gin" Asn Gin Tyr Ser Thr He Asp Phe Asp 

130 135 140 

Phe Leu Arg Tyr Ala Val He Arg Phe Asn Gin Tyr Phe Lys Val Lys 
145 150 155 160 

Pro Gin Ala Ser Ala Leu Glu Met Pro Lys 
165 170 

<210> 4469 
<211> 409 
<212> DNA 

<213> Homo sapiens 
<400> 4469 

atctatgatg cacaacatgc caatttggct ggcacgctga gcggccatgc ctcctgggtg 
60 

ctgaacgttg cattctgtcc tgatgacact cactttgttt ccagatccca gtgttggtca 
120 

ggcctgggat ggccaagaca gttggaaagc aggagatgga caacttgaag gcattgcaca 
180 

gtgctttaga ggcctcctgc gagccttggt tttgaagctt taacaggcct ccctcccatc 
240 

tggaaatagg tagctgtgtc tgagactcct ggagaacaat taatatgagg gccaggcaga 
300 

tcacaatttc aggaaaatgg ctaccctgtg aggagagaaa gccacccaat gatgctgata 
360 

cctggccatt tcctgtaccg aggcatggng ttggggggtc tgaagttag 
409 

<210> 4470 
<211> 55 
<212> PRT 

<213> Homo sapiens 
<400> 4470 

lie Tyr Asp Ala Gin His Ala Asn Leu Ala Gly Thr Leu Ser Gly His 
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Glu Lys Phe Tyr Ser Met Ala Ala Arg Ser Ser Tyr Ser 
85 90 

<210> 4467 

<211> 1142 ' , 

<212> DNA 

<213> Homo sapiens 

<400> 4467 

nnagatgtcc ctaaggtaga ggtgttggaa cgggagctgg cctggctgaa ggagcatctg 

tcccagctgg agtcccctgt ggtgttttgt cacaatgacc tgctctgcaa gaatatcatc 

tatgacagca tcaaaggtca cgtgcggttc attgactatg aatatgctgg ctacaactac 

' caagcttttg acattggcaa ccatttcaat gagtttgcag gcgtgaatga ggtggattac 

Jgcctgtacc cggcgcggga gacccagctg cagtggctgc actactacct gcaggcacaa 

aaggggatgg ccgtgacccc cagggaggtg caaaggctct acgtgcaagt caacaagttt 

gccctggcgt ctcacttctt ctgggctctc tgggccctca tccagaacca gtactccacc 

"cgactttg atttcctcag gtacgcagtg atccgattca accagtactt caaggtgaag 

Jctcaagcgt cagccttgga gatgccaaag tgaccagcca ccecatccct cccctaccca 

tctgtctggc cagacctgtt ctccagagct caattctgca ctctgggatc cacacccttg 

gacagggtgg gagaggggac acatgggtgt ccagggagaa ggctctgtcc ctgccgccag 

Iccccagtgg ttgccactga agacctcatt ctcctgtctg gaggggctga taggaccccc 

ttccgggggt ccccttcacc ccaccaggc't tgggaggaag tgcctgcagc caggtcctga 
780 

accataacca cccctgggaa acacatcatt cccagcctca ggccctgctg gaattggggc 

tgccttatat gtgtgtttac cccttcctgg cctggggaag gaggcgggga gggctccttt 

ctacctccag tgccctgagc ctccagtccg tctccccctg catgccccat gtgggaggtg 

ctgagctcca aaccagcatc acaccaactc tgacacatgg atgtacctat cttggtgatg 

ggtgggggcc aagaattgag catgacatct tccccagcag ccacctcctc tgagatccct 

caccttctcc aaaccagatc caatcaaacc tcagcccgag gaaacatgct cccctcacg.c 
1140 

gt 

1142 

<210> 4468 
<211> 170 
<212> PRT 
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caggccggct cggccgcgcc ccggccaccg cgggcccagc agccacagca gccatcccaa 



240 



gagaagttct acagcatggc tgccagatca agctactctt agaaattccg gagaagatct 



300 



ggagctcgat ggaagcctct cagtgtctcc acgccacacn agctctacct gctctgctgc 



360 



cacctccaca gcctgctcca gctggattct tctagttccc gatacagtcc cgtcctctcc 



420 



cggtttccta tactcatccg gcaggtggcg gccgccagcc acttccggtc aactattctg 



480 



catgaaagca agatgttgct caaatgccaa ggtgtgtctg accaagctgt ggccgaggcc 



540 



ctgtgctcta taatgctctt agaagagagt tctcctcgcc aagccctcac agacttcctg 



600 



ctggccagaa aggcaactat tcagaaactt ctcaaccagc cacaccatgg tgctggtatc 



660 



aaggctcaga tttgctcatt agtggagttg ctggccacca ctctgaagca agctcatgcc 



720 



cttttctaca ctttgccaga aggactgctg ccagatccag ccctgccatg tggcttgctc 



780 

ttctctactc tggagaccat cacaggccag catcctgccg gaaagggcac tggtgtcctg 
840 

caggaagaga tgaaactctg cagctggttt aaacacctgc cagcatccat cgtcgagttc 
900 

cagccaacac tccgaaccct tgcacatccc atcagtcagg aatacctgaa agacacgctg 
960 

cagaaatgga tccacatgtg taatgaagac attaaaaatg ggatcaccaa cctgctcatg 
1020 

tacgtgaaga gcatgaaggg tctcgcggga atccgggacg ccatgtggga gttacttacc 
1080 

agtgagtcca ccaatcacag ctgggatgtg ctatgtaccc gcnttctgga gaagccgctc 
1140 

ttgttctggg aagatatgat gcagcaactg . ttccttgacc gattacagac tctgacaaaa 
1200 

gaaggctttg actccatctc cagtagtncc aaggagctct tggtttcang tttgcaggaa 
126 0 

cttgaaagca gcaccagcaa ctcccacttc a 
1291 

<210> 4466 
<211> 93 
<212> PRT 

<213> Homo sapiens 
<400> 4466 

Gly Leu Glu Arg Gin Val Arg Ala Glu He Glu His Lys Lys Glu Glu 

1 5 10 " 

Leu Arg Gin Met Val Gly Glu Arg Tyr Arg Asp Leu He Glu Ala Xaa 

20 25 30 

Asp Thr He Gly Gin Met Arg Arg Xaa Ala Val Gly Leu Val Asp Ala 

35 40 45 

Val Lys Ala Thr Asp Gin Tyr Cys Ala Arg Leu Arg Gin Ala Gly Ser 

50 55 60 

Ala Ala Pro Arg Pro Pro Arg Ala Gin Gin Pro Gin Gin Pro Ser Gin 
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195 200 205 

Arg Ala Arg Arg Pro His Asn Ala lie Phe Val Asn Phe Glu Asp Glu 

' 210 215 220 

Glu Val Pro Lys Gin Pro Leu Glu Ala Ala Ala Gin Thr Trp Arg Arg 
225 230 235 240 

Val Cys Thr Asn Pro Val Asp Arg Lys Val Glu Glu Glu Leu Arg Lys 

245 250 255 

Leu Phe Asp He Arg Pro He Trp Ser Arg Asn Ala Val Lys Ala Asn 

2S0 265 270 

He Ser Val His Pro Asp Lys Leu Lys Val Leu Leu Pro Phe He Ala 

275 280 285 

Tyr Tyr Met lie Thr Gly Pro Trp Arg Ser Leu Trp He Arg Phe Gly 

290 295 300 

Tyr Asp Pro Arg Lys Asn Pro Asp Ala Lys He Tyr Gin Val Leu Asp 
305 310 315 320 

Phe Arg He Arg Cys Gly Met Lys His Gly Tyr Ala Pro Ser Asp Leu 

325 330 335 

Pro Val Lys Ala Lys Arg Ser Thr Tyr Asn Tyr Ser Leu Pro He Thr 

340 345 350 

Val Lys Lys Thr Ser Ser Gin Leu Val Thr Met His Asp Leu Lys Gin 

355 360 365 

Gly Leu Gly Arg Ser Gly Thr Ser Gly Ala Arg Lys Pro Ala Ser Ser 

370 375 380 

Lys Tyr Lys Leu Lys Asp Ser Val Tyr He Phe Arg Glu Gly Ala Leu 
385 390 395 400 

Pro Pro Tyr Arg Gin Met Phe Tyr Gin Leu Cys Asp Leu Asn' Val Glu 

405 410 415 

Glu Leu Gin Lys He He His Arg Asn Asp Gly Ala Glu Asn Ser Cys 

420 425 430 

Thr Glu Arg Asp Gly Trp Cys Leu Pro Lys Thr Ser Asp Glu Leu Arg 

435 440 445 

Asp Thr Met Ser Leu Met He Arg Gin Thr He Arg Ser Lys Arg Pro 

450 455 460 

Ala Leu Phe Ser Ser Ser Ala Lys Ala Asp Gly Gly Lys Glu Gin Leu 
465 470 475 480 

Thr Tyr Glu Ser Gly Glu Asp Glu Glu Asp Glu Glu Glu Glu Glu Glu 

485 490 495 

Glu Glu Glu Asp Phe Lys Pro Ser Asp Gly Ser Glu Asn Glu Met Glu 

500 505 510 

Thr Glu He Leu Asp Tyr Val 
515 

<210> 4465 

<211> 1291 

<212> DNA 

<213> Homo sapiens 



<400> 4465 

gggctggagc gccaggttcg ggccgagatc gagcacaaga aggaggagct gcggcagatg 
60 

gtgggcgaac ggtaccgcga cctgatcgag gcgnccgaca ccatcggcca gatgcgccgt 
120 

ngcgccgtgg ggctagtgga cgccgtgaag gccaccgacc agtactgcgc ccgcctccgc 
180 
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ctctggtcct gaggggttag ggacatcccc aaagggtata ccctggctct gccacccatg 



2100 



aaccagccca gcatccagcc agtgagtggg cacccaatgc ctctcaggat gagaccagta 



2160 



aatgccggag gtggagctgg gcagctgtgg agccccaggc cacaggccag tctcgcttgg 



2220 



ctctcatgac tgtggtggtg gagatagcgt ggggagcctc gcccatggtc tcacgtggca 



2280 



agaagtgcct ttagctctgg atcccaaccg tttggcacag ctttggccac agccaggccc 



2340 



ctctggaatt gtccttatta aaccagtttc ccgagaagtc ttggtttctt ggtgtgaatg 



2400 



ttggcgctgc aggggagtct tcttattgcc ttggggcttg ggcccccttt gtcccttcat 



2460 



atattccttc attcattcct teat teat tc agtgacatgc tggcagtgct ggcctgtgcc 



2520 

cccctcacat gtggtcgggt tgggtgaggg cagctaggaa gactccaggg gctgggtcag 
2580 

ttcttctcta aatgaatacc cttctgacga agtcatggga gaeggggect gctgtcctgt 
2640 

ggg ct 9 cca 9 tgtgaaacta gt 
2662 

<210> 4464 
<211> 519 
<212> PRT 

<213> Homo sapiens 
<400> 4464 

Met Ala Ala Glu Ala Ala Asp Leu Gly Leu Gly Ala Ala Val Pro Val 

1 5 io 15 

Glu Leu Arg Arg Glu Arg Arg Met Val Cys Val Glu Tyr Pro Gly Val 

20 25 30 

Val Arg Asp Val Ala Lys Met Leu Pro Thr Leu Gly Gly Glu Glu Gly 

35 40 45 

Val Ser Arg He Tyr Ala Asp Pro Thr Lys Arg Leu Glu Leu Tyr Phe 

50 55 60 

Arg Pro Lys Asp Pro Tyr Cys His Pro Val Cys Ala Asn Arg Phe Ser 
65 70 75 80 

Thr Ser Ser Leu Leu Leu Arg He Arg Lys Arg Thr Arg Arg Gin Lys 

85 90 95 

Gly Val Leu Gly Thr Glu Ala His Ser Glu Val Thr Phe Asp Met Glu 

100 105 HO 

He Leu Gly He He Ser Thr He Tyr Lys Phe Gin Gly Met Ser Asp 

115 120 125 

Phe Gin Tyr Leu Ala Val His Thr Glu Ala Gly Gly Lys His Thr Ser 

130 135 1.40 

Met Tyr Asp Lys Val Leu Met Leu Arg Pro Glu Lys Glu Ala Phe Phe 
145 150 155 160 

His Gin Glu Leu Pro Leu Tyr He Pro Pro Pro He Phe Ser Arg Leu 

165 170 175 

Asp Ala Pro Val Asp Tyr Phe Tyr Arg Pro Glu Thr Gin His Arg Glu 

180 185 190 

Gly Tyr Asn Asn Pro Pro He Ser Gly Glu Asn Leu lie Gly Leu Ser 
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ctgggcggtg aggaaggcgt ctcccggatc tacgcagacc ccaccaagag gctggagctg 
tlcttccggc ccaaggaccc atactgccac ccagtgtgcg ccaaccgctt cagtaccagc 
agcctgctgc tccgcatcag gaagagaacg aggcggcaga aaggggtgct gggcactgag 
gcccactccg aggtcacatt tgacatggag atccttggca tcatctccac catttacaaa 
tttcagggga tgtctgactt ccagtacttg gctgtgcata cggaagcagg cggcaagcat 

720 

acgtcaatgt atgacaaggt gctcatgctc cggcccgaga aggaggcctt tttccaccag 

.7 80 

gagctgccgc tctacatccc cccacccatc ttctcccggc tggacgcccc ggtggactac 
ttctaccgac cagagaccca . gcaccgggaa ggctacaaca atccccccat ctcaggtgag 

aatctgattg gcctgagcag agcccggcgc ccccacaatg ccatctttgt caactf tgag 

96 0 

gatgaggagg tgcccaagca gcca.ctggag gctgcagccc agacgtggag gagagtctgc 
actaaccccg tggaccggaa ggtggaggag gagctgagga agctgtttga catccgtccc 
a^ctggtccc gaaatgctgt caaggccaac atcagcgtcc acccagacaa gctcaaggtc 
'ttgcttccct tcatagccta tcacatgata acaggcccct ggcgcagcct atggattcga 
"tgggtatg acccccgaaa aaacccagat gccaagattt atcaagtcct cgatttccga 
atccgttgtg gaatgaaaca cggttacgcc cccagtgact tgccggtcaa agcaaagcgc 
agcacctaca actacagcct ccccatcacc gtcaagaaga catccagcca gcttgtcacc 
atgcatgacc tgaagcaggg cctgggccgg tcggggacga gtggtgctcg gaaaccagct 
tccagcaagt acaagctcaa ggactctgtc tacatcttcc gggaaggggc cttgccaccc 
t!tcggcaga tgttctacca gttatgcgac ctgaatgtgg aagagttgca gaagatcatt 
catcgcaatg acggggcaga gaattcctgc acagaacggg atgggtggtg cctccccaag 
accagcgacg agctcaggga caccatgtcc ctcatgatcc ggcagaccat ccgctccaag 
aggcctgctc tcttttccag ctcagccaag gctgatggcg gaaaagagca gctgacgtac 
glgtctgggg aagacgagga ggatgaggag gaggaggaag aggaggagga ggacttcaag 
ccatccgacg gcagtgaaaa cgaaatggag acagagattc tggactacgt gtgacagggc 
ccaaggctgg gcctccctga cccggccaga ctggtgtctg gcctaatgag ggagccgggg 
ctccccattg ccacccacag tgcccggaat ggccctagga ggccctctga ggagagctag 
agtcccagca aagggtgcag ctgaccctag cactggctgt gacatgctgc ttggtgctgc 

2040 
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tacctggcag acttccccaa ggaactgtcc atcaaataca tggccagatc gttccgtggg 
180 

gctgtggcta ttgtcacaga gacggaggag gtgggctgcc ccgcccttct ccccattccc 
240 

tctctgccca cccccaaacc ccaggggccc ctctttcccc cgtcacagta aaggagccaa 
300 

gggaaggggg caccctcggg gaccctgaga aagggcagtg aagctccatt tataactgaa 
360 

actcctggaa. ctcagggtaa . gtgtcagctc caaagtcacg cagaccggag ctatgatccg 
420 

atgttcagag gcggccctct ttcatcccac agtgtggtcg ttcacttcat aaatattgag 
480 

catttaaa 
488 

<210> 4462 
<211> 96 
<212> PRT 

<213> Homo sapiens 
<400> 4462 

Thr Glu Ser Tyr Thr Ser Thr Ala Met Ala Pro Lys Gly lie Phe Cys 

1 5 10 15 

Asn Pro Tyr Asn Asn Leu He Phe He Trp Gly Asn Phe Leu Leu Gin 

20 25 30 

Ser Ser Asn Lys Glu Asn Phe He Tyr Leu Ala Asp Phe Pro Lys Glu 

35 40 ,45 

Leu Ser He Lys Tyr Met Ala Arg Ser Phe Arg Gly Ala Val Ala He 

50 55 60 

Val Thr Glu Thr Glu Glu Val Gly Cys Pro Ala Leu Leu Pro He Pro 
65 70 75 80 

Ser Leu Pro Thr Pro Lys Pro Gin Gly Pro Leu Phe Pro Pro Ser Gin 
85 90 95 

<210> 4463 

<211> 2662 

<212> DNA 

<213> Homo sapiens 

<400> 4463 

nnccacctcc ctctcatggc tagtaggaga gactggtgct tgccccgccc ggtggactaa 
60 

ctcgcttaat tttaaataaa aagtcgagga cacggcggtc gttttcccga agacatgggc 
120 

cctcccatgg gccatttgct ccctggaggc cctcgcgtct tgctgagccc ggggagttag 
180 

gatgacgcga gcggtgaggg aacccggaac aattccttca cagaacaatt gaggcgaggc 
240 

ctttgggagt actttgtggg acggaccctg gcgggccctg ccagacgcac agggatggcg 
300 

gcggaggcgg ccgatttggg gctgggggcc gccgtccccg tggagctgag gcgggagcga 
360 

cgcatggtgt gcgtggagta cccgggagtg gtgcgtgatg tggctaagat gctgccgact 
420 
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agacagaacc agcgagagac accagggagc tcagcagcat caggacagag gcccagcgtg 



600 



tccgcaggca acctaacaat agctgtagtg tgtagaagat gcaaccgaat atgctgttgg 



660 



attgattgag gatgctgtcc tgtcccagca catgctccac cagcccgaaa cccctgcccc 



720 



acctggagga gaagacgcgc gaacagctga tggcggtgcc cacgtcgcag agcgcgcggt 



780 



aatcccggtc ccgggcgcgc gccgccttca cgtgcagcgc gtagagcgag agcactaagc 



840 



ccgtcaggca aagagcgagc cgcacccagc cagggctccc ccaggtgctg cccattatct 



900 



ccaggttccg cccgaggcgc ccgcggagaa aaccagccac ggagcagggg ccgggcggcg 



960 



aatggccgcg cccctcctgg ccctctgact cggcgattgg ccggccgtgc tcgcactcca 
1020 

cgacccaaat ggctgttcca gggcgctagt caagcgggcg agttaggaaa acagcgaaga 
1080 

atgccgggac tagtgaagcg ggtaagggac gtgc 
1114 

<210> 4460 
<211> 121 
<212> PRT 

<213> Homo sapiens 



10 15 
Ala Arg Arg Ala Arg Ala Leu Ser Pro Sei 

25 30 
Pro Ser Gin Gly Ser Pro Arg Cys Cys Pre 

40 45 
Arg Gly Ala Arg Gly Glu Asn Gin Pro Arc 
55 60 

Asn Gly Arg Ala Pro Pro Gly Pro Leu Tha 
75 80 
Ala Arg Thr Pro Arg Pro Lys Trp Leu Ph« 

90 95 
Gly Glu Leu Gly Lys Gin Arg Arg Met Pre 

105 HO 
Arg Asp Val 
120 



<211> 488 
<212> DNA 

<213> Homo sapiens 

a«gagtcct acaccagcac tgcaatggcc cccaagggca tcttctgtaa cccgtacaac 
60 

aatctgatct tcatctgggg caacttcctc ctgeagaget ctaacaagga aaacttcatc 
120 



<400> 4460 








Trp Arg Cys 


Pro 


Arg 


Arg 


1 




5 




Ala Pro Pro 


Ser 


Arg 


Ala 




20 






Gly Lys Glu 


Arg 


Ala 


Ala 


35 








Leu Ser Pro 


Gly Ser 


Ala 


50 








Ser Arg Gly 


Arg 


Ala 


Ala 


65 






70 


Arg Arg Leu 


Ala Gly Arg 






85 




Gin Gly Ala 


Ser 


Gin Ala 




100 






Gly Leu Val 


Lys 


Arg 


Val 


115 








<210> 4461 









3646 



WO 00/58473 



PCT/US00/08621 









180 










185 










190 




Trp Gly Ala 


Glv 


Thr 


Pro 


Ser 


Glu Gly 


Arq 


Gly Leu 


Ser 


Val 


Asp Val 






195 










200 










205 






Gly Val 


VaJL 


Leu 


Ala 


Asp 


Pro 


Gly Cys 


He 


Glu 


Ala 


Ser 


Val 


Lys Gin 














215 










220 








Glu 


vax 


Leu 


lie 


As ii 




Asn 


Ser 


Val 


Leu 


Phe 


Ser 


He 


Thr 


Leu Lys 












230 










235 








240 


Asp 


Lys 


Lys 


Leu 




xyi. 


Asp 


Gin Gly 


He 


Ser Gly His 


His 


Leu Met 










245 










250 










255 


Glu 


Thr 


Ser 


rie t. 


J. ilX 


vctx 


Asn 


VdJ. 


Arg 


Ser 


Lys Pro Gly Gly Glu Gly 




























270 




Lys 


Arg 


Leu 


r\.±a 


trllKZ 


ASp 


He 


Thr 


Tyr 


Thr 


Leu 


Glu 


Tyr 


Ser Arg Leu 






275 










280 










285 






Lys 


Asn 


Lys 


HIS 


Ty r 


D Vi o 

flic 


Asp 


Cys 


val 


Asn 


Val 


Asn 


Pro 


Glu 


Met Pro 




290 










295 










300 








Cys 


Phe 


Leu 


Phe 


Arg 


Asp 


Ser 


Val 


Tyr 


veil 


Leu 


Leu 


Val 


Val 


Gly Gly 


305 




















315 








320 


Gly 


Pro 


Thr 


Leu 


Asp 


Ser 


Leu 


Lys 


Asp 


Tvr 


Ser 


Glu 


Asp 


Glu 


He Tyr 










32 5 










330 










335 


Arg 


Phe 


Asn 


Ser 


Pro 


Leu 


Asp 


Lys 


Thr 


Asn 


Ser 


Leu 


He 


Trp 


Thr Thr 








340 










345 










350 




Arg 


Thr 


Thr 


Arg 


Thr 


Thr 


Lys 


Asp 


Ser 


Ala 


Phe 


His 


He 


Met 


Ser His 






355 










360 










365 






Glu 


Ser 


Pro Gly 


He 


Glu 


Trp 


Leu 


Cys 


Leu 


Glu 


Asn 


Ala 


Pro 


Cys Tyr 




370 










375 










380 








Asp 


Asn 


Val 


Pro 


Gin 


Gly 


He 


Phe 


Ala 


Pro 


Glu 


Phe 


Phe 


Phe 


Lys Val 


385 










390 










395 








400 


Leu 


Val 


Ser 


Asn 


Arg 























405 



<210> 4459 

<211> 1 1114 

<212> DNA 

<213> Homo sapiens 

<400> 4459 

cggggccacg ctgttccaca ggcacgctga gcggcttgaa gacccttccc agctccagag 
60 

aaggcaacac cgagggaggc ccagcaccac agtccatggc agacacatgg ttcagacttg 
120 

gecgattgat ctaagaaact ttattgetea gaaccttccc tccctgggca atggaaagag 
180 

ctttggagac cagcccatgg ggacagagtc agaggcactg ggtgtaaaaa aagagegage 
240 

gtgtggcaca tttggtccat tgtcatgtgt gggtatggca ggaggagggg gtaatctaga 
300 

agccccacat etagggcett ctagggaccc agatatgece ccttaggcaa ggctcacatg 
360 

ccaaagcaaa gcagatgagg tcagcctggc ttgggttgag ggctcagtgc ctcttagcct 
420 

tgccctgggg ttcttggacc ttceggaaac tgagecacat caggctcacg ttgatagcat 
480 

aggtggtgat acaaacaatg cagaaatcat agagcacgaa gaacaggatc caggecaggt 
540 
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ggggcgggga caccatcgga ggggcggggc ctgtctgtgg acgtgggcgt ggtgctggcc 



840 

gaccccggct gcatcgaggc ctcggtgaag caggaggtcc tgattaatcg caactcggtg 
900 

ctattttcga ttacgctcaa ggataaaaag ctttgctatg accaaggcat tagtggacat 
960 

caccttatgg agacttccat gacggtcaat gtgaggtcca agcctggagg ggagggcaag 
1020 

cgcctggcct tcgacatcac ctacacgctg gaatacagcc gcctgaagaa caaacactac 
1080 

tttgactgcg ttaacgtgaa cccggagatg ccctgctttc tcttccggga cagtgtctat 
1140 

gttctgctgg tggtgggtgg cgggcccaca ctggacagcc tcaaggacta cagtgaggac 
1200 

gaaatctacc gcttcaacag ccccctggac aagaccaaca gccttatctg gaccacgagg 
1260 

accacaagga ccaccaaaga ctcagccttt cacatcatgt cccacgagag cccaggcatc 
1320 

gagtggctct gtctggagaa tgccccatgc tatgacaatg ttccccaagg catctttgcc 
1380 

cctgaattct tcttcaaggt gttggtgagc aataggtgag ccaggcaagt ggcccaggtg 
1440 

cgggtcaggg gctgcccatg gaatgcctgg cttctcctct aatcctggat c 
1491 

<210> 4458 
<211> 405 
<212> PRT 

<213> Homo sapiens 
<400> 4458 

Met Asn Asn Gin Lys Gly Gin Leu Val Lys Arg Leu Val Pro Val Glu 

15 10 15 

Gin Leu Leu Met Tyr Gin Gin His Thr Ser His Tyr Asp Leu Glu Arg 

20 25 30 

Lys Gly Gly Tyr Leu Met Leu Ser Phe He Asp Phe Cys Pro Phe Ser 

35 40 45 

Val Met Arg Leu Arg Ser Leu Pro Ser Pro Gin Arg Tyr Thr Arg Gin 

50 55 60 

Glu Arg Tyr Arg Ala Arg Pro Pro Arg Val Leu Glu Arg Ser Gly Phe 
65 70 75 80 

His Asn Glu Asn Ser Leu Ala He Tyr Gin Gly Leu Val Tyr Tyr Leu 

85 90 95 

Leu Trp Leu His Ser Val Tyr Asp Lys Asp Tyr Tyr Phe Phe Leu Ala 

100 105 HO 

Ser Asn Trp Arg Ser Ala Gly Gly Val Ser He Glu Met Asp Ser Tyr 

115 120 125 

Glu Lys He Tyr Asn Leu Glu Ser Ala Tyr Glu Leu Pro Glu Arg He 

130 135 140 

Phe Leu Asp Lys Gly Thr Glu Tyr Ser Phe Ala He Phe Leu Ser Ala 
145 150 155. 160 

Gin Gly His Ser Phe Arg Thr Gin Ser Glu Leu Gly Leu Arg Gly Thr 

165 170 175 

Arg val Glu Pro Glu Gly Arg Gly Glu Gly Tyr Gin Asn Leu Gly Ala 



3644 



WO 00/58473 ■ PCT/USOO/08621 





100 










105 


110 






Lys Gin Gin 


Ser Glu Asp 


Asp 


Val 


Arg Arg 


Leu Phe Glu Ala 


Phe 


Gly 


115 










120 




125 






Asn lie Glu 


Glu 


Cvs 


Thr 


lie Leu Arg Gly 


Pro Asp Gly Asn 


Ser 


Lys 


130 








135 






140 






Gly Cys Ala 


Phe 


Val 


Lys 


Tyr 


Ser 


Ser His 


Ala Glu Ala Gin 


Ala 


Ala 


145 






150 








155 




160 


Tie Asn Ala 


Leu 


His 


Gly 


Ser 


Gin 


Thr Met 


Pro Gly Ala Ser Ser 


Ser 






165 








170 




175 




Leu Val Val 


Lys 
180 


Ir JIG 


Ala 


Asp 


Thr 


Asp Lys 
185 


Glu Arg Thr Met 
190 


Arg 


Arg 


M£»t- f?ln Gin 


Met 


Ala 


Gly 


Gin 


Met 


Gly Met 


Phe Asn Pro Met 


Ala 


lie 


195 










200 




■205 






Pro Phe Gly 


Ala 


Tyr 


Gly 


Ala 


Tyr 


Ala Gin 


Ala Leu Met Gin 


Gin 


Gin 


210 








215* 






220 






Ala Ala Leu 


Met 


Ala 


Ser 


Val 


Ala 


Gin Gly 


Gly Tyr Leu Asn 


Pro 


Met 


225 






230 








235 




240 


Ala Ala Phe 


Ala 


Ala 
245 


Ala 


Gin 


Met 


Gin Gin 
250 


Met Ala Ala Leu 


Asn 
255 


Met 


Asn Gly Leu 


Ala 
260 


Ala 

















<210> 4457 
<211> 1491 
<212> DNA 

<213> Homo sapiens 
<400> 4457 

nggctggcag gtgcacatca gcttaaagct gatgcaacag tcctctctct acgcatccaa 
60 

tgagaccatg ctgaccctct tctacgaaga cagcaaactg taccaggtgc ccggtggagc 
120 

tatgcgggga catcggggca ccccaggagg gctgacccca gctcacctgg ccctgccttc 
180 

cccctgcagc tggtgtacct tatgaacaac cagaagggcc agctggtcaa gaggctcgtg 
240 

cccgtggagc agcttctgat gtatcaacag cacaccagcc actatgactt ggagcggaaa 
300 

gggggctact tgatgctctc cttcatcgac ttctgcccct tctcggtgat gcgcctgcgg 
360 

agcctgccca gtccgcagag atacacgcgc caggagcgct accgggcgcg gccgccgcgc 
420 

gtcctggagc gctcgggctt ccacaacgag aactcgctcg ccatctacca gggcctggtc 
480 

tactacctgc tgtggctgca ctccgtgtac gacaaggatt actacttctt cttggcgagc 
540 

aattggcgaa gcgcgggcgg cgtgtccata gaaatggaca gctacgaaaa gatctacaac 
600 

ctcgagtccg cgtacgagct gccggagcgc attttcctgg acaagggcac tgagtacagc 
660 

ttcgccatct tcctgtcggc gcagggccac tcgttccgga cgcagtcaga actcggtctg 
720 

cgcgggacca gagtggagcc cgaagggcgg ggcgagggct accagaatct gggagcctgg 
780 
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<212> DNA 

<213> Homo sapiens 

<400> 4455 

nacgcgtgcc tcagtaccaa cgggctcggc 
60 

ggattaagcc acagcccggg gaacccgtcg 
120 

aagctgttca ttgggcagat cccccgcaac 
180 

gaggagtttg gcaaaatcta cgagcttaeg 
240 

aaaggctgcg ccttcctcac ctactgcgag 
300 

ctgcacgagc agaagactct 'gcccgggatg 
360 

agcgagagcc gaggagatag tagctgcctg 
420 

gtgggcatgc tcaacaagca acagtccgag 
480 

gggaacatcg aggagtgcac catcctgcgc 
540 

tttgtgaagt actcctccca cgccgaggcg 
600 

cagaccatgc cgggagcctc gtccagtctg 
660 

cgcacgatgc ggcgaatgca gcagatggct 
720 

atccctttcg gggcctacgg cgcctacgct 
780 

atggcatcag tcgcgcaggg cggctacctg 
840 

atgcagcaga tggcggccct caacatgaat 
882 

<210> .4456 
<211> 261 
<212> PRT 

<213> Homo sapiens 
<400> 4456 

Met Lys Asp His Asp Ala lie Lys 

1 5 
Asn Leu Asp Glu Lys Asp Leu Lys 
20 

He Tyr Glu Leu Thr Val Leu Lys 

35 40 
Gly Cys Ala Phe Leu thr Tyr Cys 

50 55 
Gin Ser Ala Leu His Glu Gin Lys 
65 70 
He Gin Val Lys Pro Ala Asp Ser 
85 

Leu Arg Gin Pro Pro Ser His Arg 



agcagcccgg gcagtgccgg gcacatgaac 
accattccca tgaaggacca cgatgccatc 
ctggatgaga aggacctcaa gcccctcttc 
gttctgaagg acaggttcac aggcatgcac 
cgtgagtcag cgctgaaggc ccagagcgcg 
aaccggccga tccaggtgaa gcctgcggac 
cgccagcccc cttcacatag aaaactcttc 
gacgacgtgc gccgcctttt cgaggccttt 
gggcccgacg gcaacagcaa ggggtgcgcc 
caggccgcca tcaacgcgct acacggcagc 
gtggtcaagt tcgccgacac cgacaaggag 
ggccagatgg gcatgttcaa ccccatggcc 
caggcactga tgcagcagca agcggccctg 
aaccccatgg ctgccttcgc tgccgcccag 
ggcctggcgg cc 



Leu 


Phe 


He Gly 


Gin He 


Pro 


Arg 




10 






15 




Pro 


Leu 


Phe Glu 


Glu Phe 


Gly Lys 


25 






30 






Asp 


Arg 


Phe Thr 


Gly Met 


His 


Lys 








45 






Glu 


Arg 


Glu Ser 


Ala Leu 


Lys 


Ala 






60 








Thr 


Leu 


Pro Gly 


Met Asn 


Arg 


Pro 






75 






80 


Glu 


Ser Arg Gly 


Asp Ser 


Ser 


Cys 




90 






95 




Lys 


Leu 


Phe Val 


Gly Met 


Leu 


Asn 
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taaggcatat ttaaacaaag gctccaaagg acccctttca cttgggtcta gcatccagcc 
240 

tctctctcag caaaggcagg attgtggtcc cttgtgtttt ctgaacaggg cccagggcag 
300 

ccaaggcatg ccatcactgc . agcactcaac cctctggtca cagtggagtc gccggtccag 
360 

cctgaaatat tactacagag gagaaagacc cattcttgct atgttgctct atcttccacg 
420 

tccaaaaaca gtcctatgta gcttcagctg ctccgaaatc aggtcacaga acagcaggag 
480 

acattccttt ggcaaaaaag gacacgcttt tgtcctgtat cttatactgg taagtgaagc 
540 

tctgatcccg gtggactgcg ggctgcgatg gtctcctcca caggatcctc agctacagag 
600 

acagagaaga atgaaagagg agcagccacc ccaggacctg ctccactggg aaccccaccc 
660 

taccttctct gtgcccttca cgcgt 
685 

<210> 4454 
<211> 207 
<212> PRT 

<213> Homo sapiens 
<400> 4454 

Met lie lie Leu Val Val Thr Leu His Thr Cys His Pro Val Pro Ser 

! 5 10 15 

Pro Gly Trp His He Tyr Thr His Ser Gly Ser Glu Arg Leu Val Asn 

20 25 30 

Gin Lys Trp Ala Ala Gly Ala Lys Ala Tyr Leu Asn Lys Gly Ser Lys 

35 40 45 

Gly Pro Leu Ser Leu Gly Ser Ser He Gin Pro Leu Ser Gin Gin Arg 

50 55 60 

Gin Asp Cys Gly Pro Leu Cys Phe Leu Asn Arg Ala Gin Gly Ser Gin 
65 70 75 80 

Gly Met Pro Ser Leu Gin His Ser Thr Leu Trp Ser Gin Trp Ser Arg 

85 90 95 

Arg Ser Ser Leu Lys Tyr Tyr Tyr Arg . Gly Glu Arg Pro He Leu Ala 

100 105 HO 

Met Leu Leu Tyr Leu Pro Arg Pro Lys Thr Val Leu Cys Ser Phe Ser 

115 120 125 

Cys Ser Glu He Arg Ser Gin Asn Ser Arg Arg His Ser Phe Gly Lys 

130 135 140 

Lys Gly His Ala Phe Val Leu Tyr Leu lie Leu Val Ser Glu Ala Leu 
145 150 155 160 

He Pro Val Asp Cys Gly Leu Arg Trp Ser Pro Pro Gin Asp Pro Gin 

165 170 175 

Leu Gin Arg Gin Arg Arg Met Lys Glu Glu Gin Pro Pro Gin Asp Leu 

180 185 190 

Leu His Trp Glu Pro His Pro Thr Phe Ser Val Pro Phe Thr Arg 
195 200 205 



<210> 4455 
<211> 882 
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X - - 5 10 15 

Arg Ala Val Pro Thr Leu Thr Ala Thr Xaa Ser Leu Ala Asp Leu Leu 

20 25 30 

Lys Tyr Asn Phe Tyr Leu Pro Phe Phe Phe Phe Gly Pro lie Met Thr 

35 40 - 45 

Phe Asp Arg Phe His Ala Gin Val Ser Gin Val Glu Pro Val Arg Arg 

50 55 60 

Glu Gly Glu Leu Trp His' He Arg Ala Gin Ala Gly Leu Ser Val. Val- 
65 70 75 80 

Ala He Met Ala Val Asp He Phe Phe His Phe Phe Tyr He Leu Thr 

85 90 95 

He Pro Ser Asp Leu Lys Phe Ala Asn Arg Leu Pro Asp Ser Ala Leu 

100 - 105 HO 

Ala Gly Leu Ala Tyr Ser Asn Leu Val Tyr Asp Trp Val Lys Ala Ala 

115 ' 120 125 

Val Leu Phe Gly Val Val Asn Thr Val Ala Cys Leu Asp His Leu Asp 

130 135 140 

Pro Pro Gin Pro Pro Lys Cys -He Thr Ala Leu Tyr Val Phe Ala Glu 
145 150 155 160 

Thr His Phe Asp Arg Gly He Asn Asp Trp Leu Cys Lys Tyr Val Tyr 

165 170 175 

Asn His He Gly Gly Glu His Ser Ala Val He Pro Glu Leu Ala Ala 

180 185 190 

Thr Val Ala Thr Phe Ala He Thr Thr Leu Trp Leu Gly Pro Cys Asp _ 

195 200 205 

He Val Tyr Leu Trp Ser Phe Leu Asn Cys Phe Gly Leu Asn Phe Glu 

210 215 220 

Leu Trp Met Gin Lys Leu Ala Glu Trp Gly Pro Leu Ala Arg He Glu 
225 230 235 240 

Ala Ser Leu Ser Val Gin Met Ser Arg Arg Val Arg Ala Leu Phe Gly 

245 250 255 

Ala Met Asn Phe Trp Ala He He Met Tyr Asn Leu Val Ser Leu Asn 

260 265 270 

Ser Leu Lys Phe Thr Glu Leu Val Ala Arg Arg Leu Leu Leu Thr Gly 

275 280 285 

Phe Pro Gin Thr Thr Leu Ser He Leu Phe Val Thr Tyr Cys Gly Val 

290 295 300 

Gin Leu Val Lys Glu Arg Glu Arg Thr Leu Ala Leu Glu Glu Glu Gin 
305 310 315 320 

Lys Gin Asp Lys Glu Lys Pro Glu 
325 

<210> 4453 

<211> 685 

<212> DNA 

<213> Homo sapiens 

<400> 4453 

tttttttttt tttttttttt tttttttttt tttttccagt gtggaaactt actttattcc 
60 

agccatgatt atcctagttg tcaccttgca cacctgccat ccggtgccat ctcctggctg 
120 

gcacatctat acccactctg gctctgaaag gcttgtcaac caaaaatggg cagctggggc 
180 



3640 



WO 00/58473 PCT/USOO/08621 



caggaccaaa acagctccgc tcctggatgt atgctgtgta cggggccttg gctgtgatgg 

gcacaatggg cccttggtac ctgctgctgc tgcttggtca ctgtgtgggc ctctatgtgg 

cctcgctttt gggccagccc tggctctgtc ttggccttgg cttggccagc ctggcctcct 

tcaagatgga ccccctaatc tcttggcaga gcgggtttgt aacaggcact tttgatcttc 

aagaggtgct gtttcatggg ggcagcagct tcacagtgct gcgttgcacc agctttgcac 

tggagagctg tgcccaccct gaccgccact nactccttag ctgacctgct caagtacaac 

ttctacctgc ccttcttctt cttcgggccc atcatgacct ttgatcgctt ccatgctcag 

gtgagccagg tggagccagt gagacgcgag ggtgagctgt ggcacatccg agcccaggca 

ggcctaagcg tggtggccat catggccgtc gacatcttct ttcacttctt ctacatcctc. 

actatcccca gcgacctcaa gttcgccaac cgcctcccag acagtgccct cgctggccta 
900 

gcctattcaa acctggtgta tgactgggtg aaggcggccg tcctctttgg tgttgtcaac 

actgtggcat gcctcgacca cctggaccca ccccagcctc ccaagtgcat caccgcactc 

iacgtctttg^cggaaacgca ctttgaccgt ggcatcaacg actggctttg caaatatgtg 
1080 

tataaccaca ttggtgggga gcattccgct gtgatcccag agctggcagc cacagtggcc 

icatttgcca tcaccacact gtggcttggg ccttgtgaca ttgtctacct gtggtcattc 
1200 

cttaactgct ttggcctcaa ctttgagctc tggatgcaaa aactggcaga gtgggggccc 

1260 _ 
ctagcacgaa ttgaggcctc tctgtcagtg cagatgtccc gtagggtccg ggccctgttt 

ggagccatga acttctgggc catcatcatg tacaaccttg tgagcctgaa cagcctcaaa 

itcacagagc tggttgcccg gcgcctgcta ctcacagggt tcccccagac cacgctgtcc 
1440 

atcctgtttg tcacctactg tggcgtccag ctggtaaagg agcgtgagcg aaccttggca 
1500 

ctggaggagg agcagaagca ggacaaagag aagccggagt aggagggagc gggtagaggg 

Itgggctctg ctcagctatt cttgggccag atggggcctg accgatagaa taaaagactt 
1620 

ttctacaaca aaaaaaa 
1637 

<210> 4452 
<211> 328 

<212> PRT " ^ 

<213> Homo sapiens 

<400> 4452 

Met Gly Ala Ala Ala Ser Gin Cys Cys Val Ala Pro Ala Leu His Trp 
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aactccacag ttcctggagc tgattctatt cctgatcctg aactaagtgg agaatctttg 
1320 

acggcagagt agtaaatgct tccacgtgcc ttcaactgga aaaaa 
1365 

<210> 4450 
<211> 194- 
<212> PRT 

<213> Homo sapiens 
<400> 4450 

Met Gly Leu His Pro Pro Gly Pro Pro Leu Ala Arg Pro lie Leu Pro 

! 5 10 15 

Arg Glu Arg Gly Ala Leu Asp Arg lie Val Glu Tyr Leu Val Gly Asp 

20 25 30 

Gly Pro Gin Asn Arg Tyr Ala Leu lie Cys Gin Gin Cys Phe Ser His 

35 40 45 

Asn Gly Met Ala Leu Lys Glu Glu Phe Glu Tyr lie Ala Phe Arg Cys 

50 55 60 

Ala Tyr Cys Phe Phe Leu Asn Pro Ala Arg Lys Thr Arg Pro Gin Ala 

7 0 75 80 

Pro Arg Leu Pro Glu Phe Ser Phe Glu Lys Arg Gin Val Val Glu Gly 

85 90 95 

Ser Ser Ser Val Gly Pro Leu Pro Ser Gly Ser Val Leu Ser Ser Asp 

100 105 HO 

Asn Gin Phe Asn Glu Glu Ser Leu Glu His Asp Val Leu Asp Asp Asn 

H5 120 125 

Thr Glu Gin Thr Asp Asp Lys lie Pro Ala Thr Glu Gin Thr Asn Gin 

130 135 140 

Val lie Glu Lys Ala Ser Asp Ser Glu Glu Pro Glu Glu Lys Gin Glu 
145 150 • 155 160 

Thr Glu Asn Glu Glu Ala Ser Val lie Glu Thr Asn Ser Thr Val Pro 

165 170 175 

Gly Ala Asp Ser lie Pro Asp Pro Glu Leu Ser Gly Glu Ser Leu Thr 
180 . . 185 19° 

Ala Glu 



<210> 4451 
<211> 1637 
c2l2> DNA 

<213> Homo sapiens 
<400> 4451 

nntcctggag gacccaggac tgaccaagtc 
60 

gcttggatct tctcgctctg tgaccagcct 
120 

gaggccttcc ctgcccagtc cccacaggac 
180 

gctcctggag tcagagagga agctgcagga 
240 

acatctggag aagatacgcc tggagccagg 
300 



cccggcctca gcaggcgatc atgttggcag 
gggccacaca ctggtggaat ctgctctcac 
ctcacctagg gtggaggaga gcaacagcaa 
ggagcgacac cgcaccgtgg tcttggagca 
gaaggcatca gcctcccaga gagcagctcc 
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225 230 235 240 

Val Thr Ala Phe Trp Arg Ser Leu Leu Ala Cys Cys Gin Leu Pro Ser 

245 250 255 

Arg Pro Gly lie His Leu Cys 
260 

<210> 4449 
<211> 1365 
<212> DNA 

<213> Homo sapiens. 
<400>4449 

ncaattgatg atatttatca ttgtgcccag tttctacaaa taaaagatgg gtggattatt 
60 

ttctcgatgg aggacaaaac . ctccaactgt agaagttcta gaaagtatag ataaggaaat 

120 . . ' ' 

tcaagcattg gaagaattta gggaaaaaaa tcagagatta caaaaattat gggttggaag 

180 

attaattctg tattcctcag ttctctatct gtttacatgc ttaattgtat atttgtggta 
240 

tcttcctgat gaatttacag caagacttgc catgacactc ccattttttg cttttccatt 
300 

gatcatctgg agcataagaa cagtaattat tttcttcttt tccaagagaa cagaaagaaa 
360 

taatgaagca ttggatgatt taaaatccca gaggaaaaaa atacttgaag aagtcatgga 
420 

aaaagaaact tacaagacgg ctaaattaat tcttgaaagg tttgatccgt actcaaagaa 
480 

agcaaaggag tgtgagccgc catctgctgg agcagctgta actgcaagac ctggacaaga 
540 

gattcgtcag cgaactgcag ctcaaagaaa cctttctcaa caccagcaag ccctaaccag 
600 

ggccctcctc cacaagttcc agtatctcct ggaccaccaa aggacagttc tgcccctggt 
660 

ggacccccag aaaggactgt tactccagcc ctatcatcaa atgtgttacc aagacatctt 
720 

ggatcccctg ctacttcagt gcctggaatg ggtcttcatc ctccaggtcc acctttagca 
780 

agacctattc tcccccgaga acgaggtgct ttggatagaa ttgttgaata tttggttggt 
840 

gatggtccac aaaacaggta tgcacttata tgtcagcagt gtttttctca taatggcatg 
900 

gctttgaagg aagaatttga atacattgct tttcgatgtg cctactgttt tttcttgaac 
960 

cctgcaagaa aaaccagacc tcaggctcca agacttcctg agtttagttt tgagaagagg 
1020 

caggtggtgg aaggttcaag ttcagttggt cccttgccat caggaagtgt gctttcatca 
1080 

gacaaccagt ttaatgaaga atctttagaa cacgatgttc ttgatgataa tacagagcag 
1140 

acagatgaca aaataccagc tacagaacag acaaaccaag tgattgaaaa agcatctgac 
1200 

tcagaggaac cagaggagaa acaagagact gagaatgagg aagcctcagt gattgaaacc 
1260 
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ggacccctgg ctgcagccca cagccctggg ccttgcactg tgctctacga aggccctgtc 
480 

cgtgggctct gcccctttgc cccgcgaaat tccaacacca tggcggcggc tgccctggct 
540 

gcccccagcc tgggcttcga tggggtgatt ggggtgctcg tggctgatac cagcctcacg 
600 

gacatgcacg tggtggatgt agagctgagc ggaccccggg gccccacggg ccgaagcttt 
660 

gctgtgcaca cccgcagaga gaaccctgcc gagccaggcg cggtcaccgg ctccgccacc 
72 0 

gtcacggcct tctggcggag cctcctggcc tgctgccagc tcccctccag gccggggatc 
780 

catctctgct gagaagcctc ctccctcccg agacaagatc atctgcctgg cctctcacca 
840 . 

ccaccatccc acccctgccc tgccccactt ccccagggtc tcccttctga ctcagtaaag 
900 

atcaccgctg cctccccccg caaaaaaaaa aaaaaaaaaa aaaaaaaaaa a 
951 

<210> 4448 
<211> 263 
<212> PRT 

<213> Homo sapiens 



<400> 4448 



Arg 


Cys 


Pro 


Lys 


Ser 


Ser Gly Cys 


Pro 


Gly 


Leu 


val 


Gin 


Arg 


Ala Ala 


1 








5 










10 










IS 


Ser 


Ser 


Pro 


Gly 


Ser 


Gin 


Ala 


Pro 


Asp 


Thr 


Ala 


Leu 


Arg 


Ala 


Met Ala 








20 










25 










30 




Asp' Arg 


Gly 


Pro 


Trp 


Arg 


Val 


"Gly Val 


Val 


Gly Tyr 


Gly Arg 


Leu Gly 






35 










40 










45 






Gin 


Ser 


Leu 


Val 


Ser 


Arg 


Leu 


Leu 


Ala 


Gin 


Gly 


Ser 


Glu 


Leu Gly Leu 




50 










55 










60 








Glu 


Leu 


Val 


Phe 


Val 


Trp 


Asn 


Arg 


Asp 


Pro 


Gly Arg 


Met 


Ala Gly Ser, 


65 




< 






70 










75 








80 


Val 


Pro 


Pro 


Ala 


Leu 


Gin 


Leu 


Glu 


Asp 


Leu 


Thr 


Thr 


Leu 


Glu 


Glu Arg 










85 










90 










95 


His 


Pro 


Asp 


Leu 


Val- 


Val 


Glu 


Val 


Ala 


His 


Pro 


Lys 


lie 


lie 


His Glu 








100 










105 










110 




Ser 


Gly 


Val 


Gin 


Ile 


Leu 


Arg 


His 


Ala 


Asn 


Leu 


Leu 


Ser, 


Leu 


Arg Val 






115 










120 










12 5 






Thr 


Met 


Ala 


Thr 


His 


Pro 


Asp 


Gly 


Phe 


Arg 


Leu 


Glu 


Gly 


Pro 


Leu Ala 




130 










135 










140 








Ala 


Ala 


His 


Ser 


Pro Gly 


Pro 


Cys 


Thr 


Val 


Leu 


Tyr 


Glu 


Gly 


Pro Val 


145 










150 










155 








160 


Arg Gly 


Leu 


Cys 


Pro 


Phe 


Ala 


Pro 


Arg 


Asn 


Ser 


Asn 


Thr 


Met 


Ala Ala 










165 










170 










175 


Ala 


Ala 


Leu 


Ala 


Ala 


Pro 


Ser 


Leu Gly Phe 


Asp 


Gly 


Val 


He Gly Val 








180 










185 










190 




Leu 


val 


Ala 


Asp 


Thr 


Ser 


Leu 


Thr 


Asp 


Met 


His 


Val 


val 


Asp 


Val Glu 






195 










200 










205 






Leu 


Ser 


Gly 


Pro 


Arg 


Gly Pro 


Thr Gly Arg 


Ser 


Phe 


Ala 


Val 


His Thr 




210 










215 










220 








Arg 


Arg 


Glu 


Asn 


Pro 


Ala 


Glu 


Pro Gly Ala 


Val 


Thr 


Gly 


Ser 


Ala Thr 
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atggcaaaac cccatctcca caaaaattgg ataatttgat aattatcatt attgggtttc 
780 

tgagacgtta cacatttaac attctcttct gcacaagttg cctttgtgtg agtatactaa 
840 

ctttctgtag aggtatactt gtaatcacaa ataagaataa attatataaa acaaaaaaaa 

900 

a 

901 

<210> 4446 

<211> 140 

<212> PRT 

<213> Homo sapiens 



<400> 4446 



Met 


Leu Gin Trp 


He 


Thr 


Gin 


His 


Pro 


Ser 


Gin Gly 


Pro 


Met 


Pro 


Leu 


1 


5' 










10 








15 




Lys 


Met Asp Leu 


Pro 


Pro 


Gly 


Asp 


Pro 


Gly 


Val Leu 


Pro 


Leu 


Ser 


Cys 


20 










25 








30 






Pro 


Gin Glu Cys 


Pro 


Asp 


Pro 


His 


Ser 


Tyr 


Pro Gly 


Pro 


Arg 


Ser 


Pro 




35 








40 








45 








Thr 


Pro Gly Leu 


Pro 


Ser 


Ser 


Ala 


Val 


Asn 


Asp Asp 


Leu 


Leu 


Leu 


Leu 




50 






55 








60 










Pro 


Ser Ser Leu 


Pro 


Ser 


Val 


Thr 


Lys 


Gly 


Leu Pro 


Arg 


Cys 


Gin 


Leu 


65 






70 










75 








80 


Trp 


Asn Glu Gly 


Cys 


Pro 


Trp 


Glu 


Val 


Met 


He Leu 


Arg 


Tyr 


Thr 


Gly 




85 










90 








95 




Ala 


Gin Gin He 


Ala 


Ser 


Ser 


Tyr 


Pro 


Gin 


Thr val 


Phe 


Ala 


Cys 


Met 




100 










105 








110 






Gin 


Pro Leu Ala 


Leu 


Pro 


Leu 


Cys 


Gly 


Arg 


Lys Pro 


Ala 


Gin Gly 


His 




115 








120 








125 








Thr Ala Gly Gin Gin 


Gin 


His 


Ser 


Trp 


Ser 


Gin He 












130 . 






135 








140 











<210> 444.7 

<211> 951 

<212> DNA 

<213> Homo sapiens 

<400> 4447 

agatgtccaa agagcagcgg ctgcccaggc cttgtgcagc gggcagcgag cagcccaggg 
60 

agccaggccc cagacaccgc actcagggcc atggccgaca ggggcccgtg gagggtgggg 
120 

gtggtgggct atggccgcct cggacagtcc cttgtgtccc gccttctggc tcagggatca 
180 

gaactgggcc tagaacttgt ttttgtgtgg aaccgtgacc ctggacgaat ggcagggagt 
240- 

gtgccccctg ccctgcagct cgaagacctc actacacttg aggaaaggca ccctgacctt 
300 

gtggtagaag tggcccatcc aaaaataatc catgaatctg gggtacaaat cctccgtcat 
360 

gcaaaccttc tgagccttcg tgtcaccatg gccacacacc ccgatggctt ccggcttgag 
420 
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cagccctgcc cccagagctg ccccccacgc gt 
692 

<210> 4444 
<211> 108 
<212> PRT 

<213> Homo sapiens 
<400> 4444 

Met Ser Val Cys Leu Leu val Gly Leu Thr Asn Ser Ser Thr Trp Ser 
. 1 5 10 15 

Leu Met Pro Asn Gin Val Gin Thr Thr Leu Leu Phe Cys Val Thr Leu 

20 25 30 

Cys Glu Ala Ser Cys Lys Leu Asp Ser Leu Pro Ser Ala Pro Ser Pro 

35 40 45 . 

Lys Ala Gly Leu Gin Glu Val Arg Pro Ala Leu Gin Ala Thr Pro Val 

50 55 ' 60 

Leu Gly Leu Leu Leu Ser Ser Ser Phe Leu Arg Val Thr Glu Pro Gly 
65 70 75 80 

Arg Glu Val Gly Cys Gly Leu Pro- Cys Pro Tyr Ser His Leu Leu Gin 

65 90 95 

Leu Pro Pro Cys Trp Thr His Gin Gin Gin Ser Lys 
100 105 

<210> 4445 

<211> 901 

<212> DNA 

<213> Homo sapiens 

<400> 4445 

ggatccactg cctctgtgcc tgcctgtact gccgatgctc cagtggataa ctcagcatcc 
60 

cagccaaggc ccaatgccac tgaagatgga cctgccccct ggggacccag gagtcctacc 
120 

actcagctgt ccccaggagt gcccagaccc tcattcttat ccaggaccta ggagccctac 
180 

ccctggcctt ccctcatcag ccgtaaatga tgatttactg ctgttaccat catcactgcc 
240 

ttcagtgacc aagggccttc caaggtgcca gctctggaac gaaggatgcc cttgggaggt 
300 

gatgatactc aggtacacgg gtgctcaaca gattgcttcc tcctatcctc agacggtctt 
360 

tgcatgcatg cagccattgg cactcccatt gtgtggaagg aaaccagccc agggtcacac 

420 . 
agctggtcag cagcaacata gctggtctca aatctaaggt gcctgaccat gcctccatga 

480 

gggaccgcct ccaagggagg ttgatcctgg ctttggggag cctttcctgg gctgcacgaa 
540 

taacctccat tgttcgagac cccaaactct gctcacatct tcctttccct gtctctgctt 
600 

gggctatgat cacggtgact ctagcaaccc ttcatggaca ttataatact ctctgccatt 
660 

cacttttggt ctaatctgac ttcaaccccc acttacttgg tctctccttt tacaaccaac 
720 
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325 330 335 

Gly Thr Leu val Asn Pro Ser Thr Glu Gly Ser Trp lie Arg Val Leu 

340 345 350 

Ala Ser Glu Cys He Lys Lys Leu Cys Pro Val Tyr Phe His. Ser Asn 

355 360 365 

Gly Ser Glu Tyr He Met Ala Leu Thr Thr Gly Lys His Glu Gly Tyr 

370 375 380 

Val His Phe Gly Thr He Arg Val Thr Thr Cys Ser He He Trp Ser 
385 390 395 400 

Glu Tyr lie Ala Gly Glu Tyr Thr Leu Leu Leu Leu Val Glu Ser Gly 

405 410 415 

Tyr Gly Asn Ala Ser Lys Arg Phe Gin Val Val Ser Tyr Asn Thr Ala 

420 425 430 

Ser Asp Asp Leu Glu Leu Leu Tyr His He Pro Glu Phe He Pro Glu 

435 440 445 

Ala Arg Gly Leu Glu Phe Leu Met lie Leu Gly Thr Glu Ser Tyr Thr 

450 455 .460 

Ser Thr Ala Met Ala Pro Lys Gly He Phe Cys Asn Pro Tyr Asn Asn 
465 470 475 480 

Leu He Phe lie Trp Gly Asn Phe Leu Leu Gin Arg Ser Gly Thr Ser 

465 490 495 

Trp Arg Ala Ala Thr Gly Ser Thr Ser Cys Ser Leu Pro Arg Ala Gly 

500 ' 505 510 

Arg Cys Thr Ser Ala 
515 

<210> 4443 
<211> 692 
<212> DNA 

<213> Homo sapiens 
<400> 4443 

agatctggag ggagggtaag ggctggtttc atgctgactt catttctggt tggatggcct 
60 

ccagggtaag gtctgggccc ctgctgctga catcccccac atgtcagtct gcctgctagt 
120 

gggattgact aactcatcaa cgtggagttfr aatgcccaac caagtgcaga ccacgctcct 
180 

gttttgcgtc accctctgcg aagcttcctg caaacttgac tccctgccca gtgcccccag 
240 

ccccaaggct ggtctccagg aggtaaggcc cgccctgcag gcaacaccgg tgcttgggct 
300 

cctgctgagc agttctttcc tgcgagtaac agaaccaggg agggaggtgg gctgtggcct 
360 

cccctgcccc tacagtcatc tcctgcagct cccaccatgc tggactcatc agcagcagag 
420 

caagtgaccc gactgacgct gaagctcttg ggacagaagc tggagcaaga acggcagaac 
480 

gtggaagggg gacctgaggg ctccacctcg agccaggaaa tgaggaccgg ccggacgatg 
540 

ccctgcagac tgctctgaag agaaggaggg accttctgca gagactccgg gaacaacacc 
600 

tcctggacga gctctctcgg gcccaggcct ggagcgggcc aagcagagga gccctcgagt 
660 
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ggtgtacctt atgaacaacc agaagggcca gctggtcaag aggctcgtgc ccgtggagca 
1980 

gcttctgatg tatcaacagc acaccagcca ctatgacttg gagcggaaag ggtgagaaga 
2040 

caccggacca tgaca 
2055 

<210> 4442 
<211> 517 
<212> PRT 

<213> Homo sapiens 

Met°Gly 4 Arg Lys'ser Lys Lys Trp Gly Lys Lys Val Ser Arg Tyr Glu 

1 5 10 . 15 

Gly Lys Val Arg Leu Lys Lys Val Pro Ala Lys Lys Leu Val Pro Ala 

Y 20 25 30 

Trp Lys Glu Lys Val Leu Trp Ala Leu Leu Ala Val Leu Leu Ala Ser 

- 35 40 45 

Trp Arg Leu Trp Ala lie Lys Asp Phe Gin Glu Cys Thr Trp Gin Val 

50 55 60 

Val Leu Asn Glu Phe Lys Arg Val Gly Glu Ser Gly Val Ser Asp Ser 
65 70 75 . 80 

Phe Phe Glu Gin Glu Pro Val Asp Thr Val Ser Ser Leu Phe His Met 

85 "90 95 

Leu Val Asp Ser Pro He Asp Pro Ser Glu Lys Tyr Leu Gly Phe Pro 

100 1°5 110 

Tyr Tyr Leu Lys lie Asn Tyr Ser Cys Glu Glu Lys Pro Ser Glu Asp 

115 120 125 

Leu val Arg Met Gly His Leu Thr Gly Leu Lys Pro Leu Val Leu Val 

130 135 I 40 

Thr Phe Gin Ser Pro Val Asn Phe Tyr Arg Trp Lys He Glu Gin Leu 
145 150 155 I 60 

Gin He Gin Met Glu Ala Ala Pro Phe Arg Ser Lys Gly Gly Pro Gly 

165 170 175 

Gly Gly Gly Arg Asp Arg Asn Leu Ala Gly Met Asn He Asn Gly Phe 

180 185 190 

Leu Lys Arg Asp Arg Asp Asn Asn He Gin Phe Thr Val Gly Glu- Glu 

195 200 205 

Leu Phe Asn Leu Met Pro Gin Tyr Phe Val Gly Val Ser Ser Arg Pro 

210 215 220 

Leu Trp His Thr Val Asp Gin Ser Pro Val Leu He Leu Gly Gly He 
22 5 230 235 .240 

Pro Asn Glu Lys Tyr Val Leu Met Thr Asp Thr Ser Phe Lys Asp Phe 

245 250 255 

Ser Leu Val Glu Val Asn Gly Val Gly Gin Met Leu Ser He Asp Ser 

260 265 270 

Cys Trp Val Gly Ser Phe Tyr Cys Pro His Ser Gly Phe Thr Ala Thr 

275 280 285 

He Tyr Asp Thr He Ala Thr Glu Ser Thr Leu Phe He Arg Gin Asn 

290 295 300 

Gin Leu Val Tyr Tyr Phe Thr Gly Thr Tyr Thr Thr Leu Tyr Glu Arg 
305 310 . 315 320 

Asn Arg Gly Ser Gly Glu Cys Ala Val Ala Gly Pro Thr Pro Gly Glu 
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aaggagaagg tgctgtgggc cctgctggca gtgctcctgg cgtcgtggag gctgtgggcg 
360 

atcaaggatt tccaggaatg cacctggcag gttgtcctga acgagtttaa gagggtaggc 
420 

gagagtggtg tgagcgacag cttctttgag caagagcccg tggacacagt gagcagcttg 
480 

tttcacatgc tggtggactc acccatcgac ccgagcgaga aatacctggg cttcccttac 
540 

tacctgaaga tcaactactc ctgcgaggaa aagccctctg aggacctggt gcgcatgggc 
600 

cacctgacgg ggctaaagcc cctggtgctg gtcaccttcc agtccccagt caacttctac 
660 

cgctggaaga tagagcagct gcagatccag atggaggctg cccccttccg cagcaaaggt 
720 

gggcctgggg gaggcgggag ggatcgcaac ctggcaggga tgaatatcaa cggcttcctg 
780 

aagagagacc gggacaataa catccaattc actgtgggag aggagctctt caacctgatg 
840 

ccccagtact ttgtgggtgt ctcatcgagg cccttgtggc acactgtgga ccagtcacct 
900 

gtgcttatcc tgggaggcat tcccaatgag aagtacgtcc tgatgactga caccagcttc 
960 

aaggacttct ctctcgtgga ggtgaacggt gtggggcaga tgctgagcat tgacagttgc 
1020 

tgggtgggct ccttctactg cccccattct ggcttcacag ccaccatcta tgacactatt 
1080 

gccaccgaga gcaccctctt cattcggcag aaccagctgg tctactattt tacaggcacc 
1140 

tataccacac tctatgagag aaaccgcggc agtggtgagt gtgctgtggc tggacccacg 
1200 

cctggggagg gcaccctggt gaacccctcc actgaaggca gttggattcg tgtcctggcc 
1260 

agcgagtgca tcaagaagct gtgccctgtg tatttccata gcaatggctc tgagtacata 
1320 , 

atggccctca ccacgggcaa gcatgagggt tatgtacact tcgggaccat cagagttacc 
1380 

acctgctcca taatttggtc tgaatacatc gcgggtgagt atactctact gctgctggtg 
1440 

gagagtggat atggtaatgc aagtaaacgt ttccaggtgg tcagctacaa cacagctagt 
1500 

gatgacctgg aacttctcta ccacatccca gaattcatcc ctgaagctcg aggattggag 
1560 

ttcctgatga tcctagggac agagtcctac accagcactg caatggcccc caagggcatc 
1620 

ttctgtaacc cgtacaacaa tctgatcttc atctggggca acttcctcct gcagagatct 
1680 

ggtacctcct ggagggcagc taccgggtct accagctgtt cccttccaag ggctggcagg 

1740 

tgcacatcag cttaaagctg atgcaacagt cctctctcta cgcatccaat gagaccatgc 
1800 

tgaccctctt ctacgaagac agcaaactgt accaggtgcc cggtggagct atgcggggac 
1860 

atcggggcac cccaggaggg ctgaccccag ctcacctggc cctgccttcc ccctgcagct 
1920 
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cagccagttc cagaacaacc actataccca 
. 1680 

accttttaat atcatcagta actgcaggac 
1740 

acttctacat ccatattctc atctttcata 
1800 

attatcataa ggcaatgcag aataaaagaa 
1860 

caggatactt cccttcctaa ttatcatttg 
1920 

tgtgttcact gctgtttctg aataatagaa 
1980 

aagcacattt tccaatacct gtggcatcac 
2040 

gggcaatgca aatgaaaaac attataattt 
2100 

cttttcaatt gtcacttgat g 
2121 



caaccatacc aaccacaata ccaacaatat 
atgattatgg aggtttgact ggcaaatacg 
ccatatcaca ctactaccac tttttgaaga 
ataccatgat ttactgtata ctctttgttt 
attagatact tgcaatttaa actgttaagc 
attcattcct ctccaaaagc aataaatttc 
actactacca ctttttgaag aatcatcaaa 
actgtatact ctttgtttca ggatacttgc 



<210> 4440 
<211> 82 
<212> PRT 

<213> Homo sapiens 
<400> 4440 

Met Asp Gly Leu Thr Arg Ser Asp 

1 5 
Leu Arg Phe Ala Phe lie Asp Val 
20 

Arg Leu Ser Met He Gly Ala Asp 

35 40 
Arg He Gly Arg Phe . Gly Tyr Gly 

50 55 
Glu Gin Pro Leu Tyr Pro Gin Pro 
65 70 
:Thr Phe 



Val Asp Met Met Met Ala Trp Trp , 

' 10 15 
Gly He Phe Arg Asn Ser Ala Pro 
25 .30 
Ser Ser Glu Glu Lys Phe Leu Arg 
45 

Tyr Gly Pro Tyr Gin Pro Val Pro 
60 

Tyr Gin Pro Gin Tyr Gin Gin Tyr 
75 80 



<210> 4441 
<211> 2055 
<212> DNA 

<213> Homo sapiens 
<400> 4441 

ntaggaaggg gaggggaagg ggaaggcgag aaggggagag gcaggggaaa gaggggaaga 
60 

gtcgtgggag ctgggagagg agggaaagag gggaagagtc gtgggagctg gcagaggagg 
120 

gaaaggggga gccgaacgtg aagggcgaag ggcggggcgg ggcaggagag tcggggtata 
180 

gagcaggcag gtgttaatgg catgggaagg aagagtaaga agtggggcaa gaaggtgtcg 
240 

cggtacgagg ggaaggtgag actcaagaag gtgccggcta agaagctggt gccggcgtgg 
300 
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nttttttttt ttgaacttct atatctatat tttatatttt aagattggga cagagaaact 
60 

tcccagatat ttgacgtaag aatttgtttt gaaaaagttt ggtaattaat ataaaactac 
120 

tctaaaatta acttttattg ttagagacac atctttagaa aagtttgtaa atatcaacat 
180 

ttaccatctt attttttcct ttgagaccaa gcatcacaga ccaaaagcca caaagtttac 
240 

aataatttat tattgttgca tgacatttgc cagtaaaata aattatagaa actatagagt 
300 

ctttataaac tattttgtat atcatattca cttcctaatg cttactgcag taactgtatg 
360 

aaatttaatt agattacgtt ttagcattag tcagaagatt taaaaaatat gtaaaatgtt 
420 

ttcacagtac tttggattta taaaagaccc cattatttta acttttgtgc aacctgtttg 
480 

aaatgtataa aaaacctttt acaaaccaaa aggtggcgta aggttttact gagttgctga 
540 

agacatctta ctttcttgaa tttctactta acatccatgt ggtgcacttt ttcaggcatt 
600 

gtaataagtg caaataaata atcaattatt gatttctaaa aatctatacc aatagacaat 
660 

actcaggctt ggaaatattt tgaacactca gatataaaaa ttcagtaaac aatttatgca 
720 

tggtattttc tctccctgtc ctccctctcc ctcctccctt cccctatcta tttggttaaa 
780 

aaaaaaaaag. ttcaacttcg atttaagtcc tagggcctga caaagtgacc ctggataaat 
840 

gtcatctcca gccatctgtt ttctttagtt ctcattacat ctgtccaggc tcttctatca 
900 

gcatcaatcc tttcctgcag ggacggaaga gttttcaaat ccttgctgaa agcattttgt 
960 

tctcctctgt aacagcacag ggcatgaaat tgtttggagt ctttgtaacc agtctgttca 
1020 

gtcctggtcc ctttccagtc ccggtccctt tccagcctct ggagtcctga cagaagagaa 
1080 

gcttgtaagg tagcagcaaa atgctgcatc tgttagaatc tcacaaactc acttggtctt 
1140 

tgaatgtcca ttcttggata acgtccttat ccatcctctt ctcttcagtg aactttgatg 
1200 

gaatatttcc gcagtttcag aaactggaaa agcttgtctt ttgtcctctt cttcaaggcc 
1260 

atcagggcac gcgttttctc ctccacatct tgatctatgg caaaaatgat cttggctctc 
1320 

tcctctgctt tcttgtctcc agagtttctg aagagccttt ctagtgattc ttggtctgtg 
1380 

ttttcaaaga tgttgcccac ggctttctta cgagaggctg tgtcgaagtg gtagccatgg 
1440 

atggatgggc tgactcgtag cgacgtggac atgatgatgg cttggtggct tcgctttgct 
1500 

ttcatcgatg tggggatctt ccggaattca gctcccaggc tttccatgat tggagctgat 
1560 

tcatctgaag agaaattttt gcgtagaatt ggaagattcg gttatgggta tggcccttat 
1620 
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ctgctgaagg tgtctgcaca- catcaccgag cagctgggca tggccccagg tggcgagttc 



300 



agggaggcct tcaaggaggc cagcaaggtg cctttctgca agttccacct gggtgaccga 



360 



cccatccccg tcaccttcaa gagggccatc gcagcgctct ccttctggca. gaaggtcagg 



420 



ctggcttggg gcctgtgctt cctgtcagac cccatcagca aggatgacgt ggaacgctgc 



480 

aagcagaagg acctactgga gcagatgatg gccgagatga ttggcgagtt cccagacctg 
540 

caccgcacca tcgtctcgga gcgcgacgtc tacctaacct acatgctgcg ccaggccgcg 
600 

cggcgcctcg agctgcctcg 
620 

<210> 4438 
<211> 206 
<212> PRT 

*213> Homo sapiens 
<400> 4438 

Xaa Cys Arg Val Tyr Val Val Gly Thr Ala His Phe Ser Asp Asp Ser 

1 5 10 15 

Lvs Arg Asp Val Val Lys Thr lie Arg Glu Val Gin Pro Asp Val Val 

20* 25 30 

Val Val Glu Leu Cys Gin Tyr Arg Val Ser Met Leu Lys Met Asp Glu 

35 40 45 

Ser Thr Leu Leu Arg Glu Ala Gin Glu Leu Ser. Leu Glu Lys Leu Gin 

50 55 60 

Gin Ala Val Arg Gin Asn Gly Leu Met Ser Gly Leu Met Gin Met Leu 
65 70 75 80 

Leu Leu Lys Val Ser Ala His He Thr Glu Gin Leu Gly Met Ala Pro 

85 '90 95 

Gly Gly Glu Phe Arg Glu Ala Phe Lys Glu Ala Ser Lys Val Pro Phe 

100 105 HO 

Cys Lys Phe His Leu Gly Asp Arg Pro He Pro Val Thr Phe Lys Arg 

115 120 125 

Ala He Ala Ala Leu Ser Phe Trp Gin Lys Val Arg Leu Ala Trp Gly 

130 135 140 

Leu Cys Phe Leu Ser Asp Pro He Ser Lys Asp Asp Val Glu Arg Cys 
145 150 . 155 160 

Lvs Gin Lys Asp Leu Leu Glu Gin Met Met Ala Glu Met He Gly Glu 

165 170 175 

Phe Pro Asp Leu His Arg Thr He Val Ser Glu Arg Asp Val Tyr Leu 

180 185 4 190 

Thr Tyr Met Leu Arg Gin Ala Ala Arg Arg Leu Glu Leu Pro 
195 200 205 

<210> 4439 
<211> 2121 
<212> DNA 

<213> Homo sapiens 
<400> 4439 
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<211> 261 
<212> PRT 
<213> Homo sapiens 



<400> 4436 

Xaa Ala Arg Asp Glu Val Arg Asn Val Phe Arg Glu Leu Gin He Met 

1 5 10 15 

Gin Gly Leu Glu His Pro Phe Val Val Asn Leu Trp Tyr Ser Phe Gin 

20 25 30 

Asp Glu Glu Asp Met Phe Met Val Val Asp Leu Leu Leu Gly Gly Asp 

35 40 45 

Leu Arg Tyr His Leu Gin Gin Asn Val His Phe Thr Glu Gly Thr Val 

50 55 60 

Lys Leu Tyr He Cys Glu Leu Ala Leu Ala Leu Glu Tyr Leu Gin Arg 
65 70 75 B ° 

Tyr His He He His Arg Asp He Lys Pro Asp Asn He Leu Leu Asp 

85 90 95 

Glu His Gly His Val His He Thr Asp Phe Asn He Ala Thr Val Val 

100 105 HO 

Lys Gly Ala Glu Arg Ala Ser Ser Met Ala Gly Thr Lys Pro Tyr Met 

115 120 125 

Ala Pro Glu Val Phe Gin Val Tyr Met Asp Arg Gly Pro Gly Tyr Ser 

130 135 ' 140 

Tyr Pro Val Asp Trp Trp Ser Leu Gly He Thr Ala Tyr Glu Leu Leu 
145 150 155 160 

Arg Gly Trp Arg Pro Tyr Glu lie His Ser Val Thr Pro He Asp Glu 

165 170 175 

He Leu Asn Met Phe Lys Val Glu Arg Val His Tyr Ser Ser Thr Trp 

180 185 190 

Cys Lys Gly Met Val Ala Leu Leu Arg Lys Leu Leu Thr Lys Asp Pro 

195 200 205 . 

Glu Ser Arg Val Ser Ser Leu His Asp He Gin Ser Val Pro Tyr Leu 

210 215 , 220 

Ala Asp Met Asn Trp Asp Ala Val Phe Lys Lys Ala Leu Met Pro Gly 
225 230 235 240 

Phe Val Pro Asn Lys Gly Arg Leu Asn Cys Asp Pro Thr Phe Glu Leu 

245 250 255 

Glu Glu Met lie Leu 
260 

<210> 4437 

<211> 620 

<212> DNA 

<213> Homo sapiens 

<400> 4437 

nnctgcaggg tgtacgtggt ggggacagcc cacttcagcg acgacagcaa gagggacgtt 
60 

gtgaagacca tccgggaggt gcagcctgac gtggtggtcg tggagctctg ccaatatcgt 
120 

gtgtccatgc tgaagatgga cgagagcacg ctgctgcggg aggcccagga gctcagcctg 
180 

gagaagctgc agcaggccgt gaggcagaac gggctcatgt cggggctgat gcagatgctg 
240 
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20 






25 










30 


Gin 


Phe 


Ser 


Ser 


Ser Asp 


Leu Ala Asp 


Leu 


Arg 


Phe 


Leu 


Asp 


Met Ser 






35 






40 










45 






Asn 


Gin 


Phe 


Gin 


Tyr 


Leu Pro Asp Gly 


Phe 


Leu 


Arg 


Lys 


Met Pro 


Ser 




50 








55 








60 




Leu His 


lie 


Leu 


Ser 


His 


Leu 


Asn 


Leu His Gin 


Asn 


Cys 


Leu 


Met 


Thr 


65 










70 






75 








80 


Arg 


Glu 


His 


Glu 


Pro 


Pro Gly Ala 


Leu 


Thr 


Glu 


Leu 


Asp 


Leu Ser 


His 








85 






90 








95 




Asn 


Gin 


Leu 


Ser 


Glu 


Leu His Leu 


Ala 


Pro Gly 


Leu 


Ala 


Ser Cys 


Leu 








100 






105 










110 




Gly 


Ser 


Leu 


Arg 


Leu 


Phe Asn Leu 


Ser 


Ser 


Asn Gin Leu Leu. Gly Val 




115 






120 










125 






Pro 


. Pro 


Gly 


Leu 


Phe 


Ala Asn Ala 


Arg 


Asn 


He 


Thr 


Thr 


Leu Asp 


Met 




130 








135 








140 








Ser 


His 


Asn 


Gin 


He 



















145 

<210> 4435 
<211> 783 
<212> DNA 

<213> Homo sapiens 
<400> 4435 

ntcgcgaggg atgaggttcg gaatgttttc cgggagctgc agatcatgca agggctggag 
60 

caccccttcg tggtcaatct gtggtactcc ttccaggatg aggaggacat gttcatggtg 
120 

gtggacctgc tcctgggagg cgacctgcgc taccatctgc agcagaatgt gcatttcaca 
180 

gaggggactg tgaaactcta catctgtgag ctggcactgg ccctggagta tcttcagagg 
240 

taccacatca tccacagaga catcaagcca gacaatatcc tgctggatga acacggacat 
300 

gttcacatta cagacttcaa catagcgacg gtagtgaaag gagcagaaag ggcttcctcc 
360 

atggctggca ccaagcccta catggctcca gaagtattcc aggtgtacat ggacagaggc 
. 420 

cccggatact cgtaccctgt cgactggtgg tccctgggca tcacagccta tgagctgctg 
480 

cggggctgga ggccgtacga aatccactcg gtcacgccca tcgatgaaat cctcaacatg 
540 

ttcaaggtgg agcgtgtcca ctactcctcc acgtggtgca aggggatggt ggccctgcta 
600 

aggaagctcc tgaccaagga tcctgagagc cgcgtgtcca gccttcatga catacagagc 
660 

gtgccctact tggccgacat gaactgggac gcggtgttca agaaggcact gatgcccggc 
720 

tttgtgccca ataaagggag gttgaactgc gatcccacat ttgagcttga agagatgatt 

780 

eta 

783 

<210> 4436 
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cccgttgccc atccctgcgg ggctgcagcc atccctctcc acagcaagga tgacgtggaa 
420 

cgctgcaagc.agaaggccta ctggagcaga tgatggccga gatgattggc gagttcccag 
480 

acctgcaccg caccatcgtt tttggag 
507 

<210> 4432 

<211> 57 

<212> PRT, 

<213> Homo sapiens 

<400> 4432 

Gly Gly Glu Phe Arg Glu Ala Phe Lys Glu Ala Ser Lys Val Pro Phe 

1 5 10 15 

Cys Lys Phe His Leu Gly Asp Arg Pro lie Pro Val Thr Phe Lys Arg 

20 25 30 

Ala He Ala Ala Leu Ser Phe Trp Gin Lys Val Arg Leu Ala Trp Gly 

35 40 45 

Leu Cys Phe Leu Ser Asp Pro He Arg 
50 55 

<210> 4433 

<211> 447 

<212> DNA 

<213> Homo sapiens 

<400> 4433 

ntgtacaaca cctcgtcgcc gagggagatg gtggcccagt tcctcctcgt ggacggcaac 
60 

gtgaccaaca tcaccaccgt cagcctctgg gaagaattct cctccagcga cctcgcagat 
120 

ctccgcttcc tggacatgag ccagaaccag ttccagtacc tgccagacgg cttcctgagg 
180 

aaaatgcctt ccctctccca cctgaacctc caccagaatt gcctgatgac gcttcacatt 
240 

cgggagcacg agccccccgg agcgctcacc gagctggacc tgagccacaa ccagctgtcg 
300 

gagctgcacc tggctccggg gctggccagc tgcctgggca gcctgcgctt gttcaacctg 
360 

agctccaacc agctcctggg cgtcccccct ggcctcttcg ccaatgctag gaacatcact 
420 

acacttgaca tgagccacaa tcagatc 
447 

<210> 4434 
<211> 149 
<212> PRT 

<213> Homo sapiens 
<400> 4434 

Xaa Tyr Asn Thr Ser Ser Pro Arg Glu Met Val Ala Gin Phe Leu Leu 

15 10 15 

Val Asp Gly Asn Val Thr Asn He Thr Thr Val Ser Leu Trp Glu Glu ' 



3625 



WO 00/58473 PCT7US00/08621 



acacgccctt ctctctctct ctctctctct ctctctctct ctcccccgtc tnnccctccc 
840 

gagttctccg gctctcgcgg ccggcggggc cgggcggcga acgaacgagc gagcgaacga 
900 

acgggcacgc gggccccgcc cgcgcacgcg ccgcgtcgcg gtgggggggt gggtgtgcgg 
960 

agggaagcgc g egg egg egg c 
981 

<210> 4430 
<211> 151 
<212> PRT 

<213> Homo sapiens 
<400> 4430 

Met Glu Val Pro Arg Leu Thr Cys Ser Gin Pro Asp Thr Thr Ser Ser 

1,5 10 15 

Leu Arg Arg Val Met Pro He Asn Gly Thr Pro He Gly Arg Leu Arg 

20 25 30 

Ser Ala Leu Pro Gin Val Asn Thr Arg Arg Glu Ser Leu Asn Arg Gin 

35 40 45 

Ala Pro Gin Pro Arg Arg Lys Pro Ser Phe Gin Thr Val Gly He Pro 

50 55 60 

Phe He Pro Trp His Arg Glu Pro Lys Gly Met Gin Thr Asp Pro Gly 
65 70 75 80 

Arg Ala Leu His Ser Gin Thr Leu Ala Arg Thr Arg Arg Leu Gly Ala 

85 90 95 

Pro Arg Arg Ala Leu Pro Pro Arg Pro Pro Pro Pro Ala Asp Ser Pro 

100 105 HO 

Leu Cys Glu Leu Asn His Leu Gly Ala Met Cys Arg Gly Arg Ala Ser 

115 - 120 125 

Ala Ser Glu Val Leu Gly Gly Pro Val Thr Ala Ser Arg Phe Tyr Gly 

130 135 140 

Xaa Pro Pro Pro Val Ser Trp 
145 150 

<210> 4431 
<211>. 507 
<212> DNA 

<213> Homo sapiens 
<400> 4431 

ggtggcgagt tcagggaggc tttcaaggag gecagcaagg tgcctttctg caagttccac 
60 

ctgggtgacc gacccatccc cgtcaccttc aagagggeca tcgcagcgct ctccttctgg 
12 0 

cagaaggtca ggctggcttg gggcctgtgc ttcctgtcag accccatcag gtagggctgc 
180 

ccccgggacc ctggccggcc tgcagggtgg tctgtgggag gctccaggcc ctcctgtgca 
240 

ggtccaagcg cagccaatcc tcactcaagg ccttccctgc cctttccttc cgccacaaat 
300 

cccaaacaaa cgtgctgtgg tccctgcccg gtgtccacag tgccagcccc accctcccag 
360 
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595 




600 








605 








Glu 


Arg 


Phe 


Gly Gly Gly Asn 


Pro 


Glu 


Leu 


Leu Thr 


Gin 


Met 


Val 


Ser 




610 




615 








620 










Lys 


Glv 


Phe 


Leu Gly Arg Lys 


Ser 


Gly 


Lys 


Gly Phe 


Tyr 


He 


Tyr 


Gin 








630 








635 








640 


Glu 


Glv 


Val 


Lys Arg Lys Asp 


Leu 


Asn 


Ser 


Asp Met 


Asp 


Ser 


He 


Leu 








645 






650 








655 




Ala 


Ser 


Leu 


Lys Leu Pro Pro 


Lys 


Ser 


Glu 


Val Ser 


Ser 


Asp 


Glu 


Asp 








660 




665 








670 






lie 


Gin 


Phe 


Arg Leu Val Thr 


Arg 


Phe 


Val 


Asn Glu 


Ala 


Val 


Met 


Cys 






675 




680 








685 








Leu 


Gin 


.Glu 


Gly lie Leu Ala 


Thr 


Pro 


Ala 


Glu Gly 


Asp 


He 


Gly 


Ala 




690 




695 








700 










val 


Phe 


Gly 


Leu Gly Phe Pro 


Pro 


Cys 


Leu 


Gly Gly 


Pro 


Phe 


Arg 


Phe 


705 






710 








715 








720 


Val 


Asp 


Leu 


Tyr Gly Ala Gin 


Lys 


He 


val 


Asp Arg 


Leu 


Lys 


Lys 


Tyr 








725 






730 








735 




Glu 


Ala 


Ala 


Tyr Gly Lys Gin 


Phe 


Thr 


Pro 


Cys Gin 


Leu 


Leu 


Ala 


Asp 








740 




745 








750 






His 


Ala 


Asn 


Ser Pro Asn Lys 


Lys 


Phe 


Tyr 


Gin 











755 760 

<210> 4429 

<2ll> 981 - 

<212> DNA 

<213> Homo sapiens 

<400> 4429 

agatctccag cagggtggca aaactgggca cctctctctc ccagcaagag tgagagccct 
60 

aatccaggca tcacttgccc ctgattttat ttcattttca cacactctgt ttaggagaca 
120 

ctgcttgctc caactggctc catctctccg ttaccggtga ggcaggcaca gtgctgcagt 
180 

ggcagaatgg aagtacccag gctgacttgc tctcagccag acacgacctc ttctctgagg 
240 

agggtgatgc caataaatgg aactccaata ggtaggcttc gctctgccct tccacaagtg 
300 

aacacacgcc gtgagtccct aaatcgccag gctccgcagc ctcgcagaaa gcctagtttc 
360 

cagacggtag gtatcccatt catcccttgg catcgggaac caaagggaat gcagacagat 
420 

cccggtcgtg cactacattc ccaaaccttg gcacgcacgc gaaggcttgg ggcgccccgg 
480 

cgcgcccttc ctccgaggcc tccaccaccc gcggactcac cactatgcga gctgaaccac 
540 

ctgggtgcga tgtgcagagg tagagcatcc gccagcgagg ttctgggagg cccggttacc 
600 

gcttcccgtt tttatggtng accgccgccg gtctcctggt aaccattgcc atgggcatag 
660 

gtggagtcgg acgcagaccc tccgccgccg ggcgccacta ccaccctgag gtgtccaaag 
720 

ccgccagcgt catcaaccag gccctgtcca tgcctgaggt cagcatcgcg cacaccaacg 
780 
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165 170 175 

Gly Ala Leu Pro Gly Ala Gly Gly Thr Gin Arg Leu Pro Lys Met Val 

>180 185 190 

Gly Val Pro Ala Ala Leu Asp Met Met Leu Thr Gly Arg Ser lie Arg 

195 200 205 

Ala Asp Arg Ala Lys Lys Met Gly Leu Val Asp Gin Leu Val Glu Pro 

210 215 220 

Leu Gly Pro Gly Leu Lys Pro Pro Glu Glu Arg Thr lie Glu Tyr Leu 
225 230 235 240 

Glu Glu Val Ala lie Thr Phe Ala Lys Gly Leu Ala Asp Lys Lys He 

245 250 255 

Ser Pro Lys Arg Asp Lys Gly Leu Val Glu Lys Leu Thr Ala Tyr Ala 

260 265 270 

Met Thr He Pro Phe Val Arg Gin Gin Val Tyr Lys Lys Val Glu Glu 

275 280 285 

Lys Val Arg Lys Gin Thr Lys Gly Leu Tyr Pro Ala Pro Leu Lys He 

290 295 300 

He Asp Val Val Lys Thr Gly He Glu Gin Gly Ser Asp Ala Gly Tyr 
305 310 315 - 320 

Leu Cys Glu Ser Gin Lys Phe Gly Glu Leu Val Met Thr Lys Glu Ser 

325 330 335 

Lys Ala Leu Met Gly Leu Tyr His Gly Gin Val Leu Cys Lys Lys Asn 

340 * 345 350 

Lys Phe Gly Ala Pro Gin Lys Asp Val Lys His Leu Ala He Leu Gly 

355 360 365 

Ala Gly Leu Met Gly Ala Gly He Ala Gin Val Ser Val Asp Lys Gly 

370 375 380 

Leu Lys Thr He Leu Lys Asp Ala Thr Leu Thr Ala Leu Asp Arg Gly 
385 390 ^ 395 , 400 

Gin Gin Gin Val Phe Lys Gly Leu Asn Asp Lys Val Lys Lys Lys Ala 

405 410 415 

Leu Thr Ser Phe Glu Arg Asp Ser He Phe Ser Asn Leu Thr Gly Gin 

420 425 430 

Leu Asp Tyr Gin Gly Phe Glu Lys Ala Asp Met Val He Glu Ala Val 

435 440 445 

Phe Glu Asp Leu Ser Leu Lys His Arg Val Leu Lys Glu Val Glu Ala 

450 455 460 

Val He Pro Asp His Cys He Phe Ala Ser Asn Thr Ser Ala Leu Pro 
465 470 475 480 

He Ser Glu He Ala Ala Val Ser Lys Arg Pro Glu Lys Val lie Gly 

485 490 495 

Met His Tyr Phe Ser' Pro Val Asp Lys Met Gin Leu Leu Glu He He 

500 505 510 

Thr Thr Glu Lys Thr Ser Lys Asp Thr Ser Ala Ser Ala Val Ala Val 

515 520 525 

Gly Leu Lys Gin Gly Lys Val He lie Val Val Lys Asp Gly Pro Gly 

530 535 540 

Phe Tyr Thr Thr Arg Cys Leu Ala Pro Met Met Ser Glu Val He Arg 
545 550 555 560 

lie Leu Gin Glu Gly Val Asp Pro Lys Lys Leu Asp Ser Leu Thr Thr 

565 570 575 

Ser Phe Gly Phe Pro Val Gly Ala Ala Thr Leu Val Asp Glu Val Gly 

580 585 590 

Val Asp Val Ala Lys His Val Ala Glu Asp Leu Gly Lys Val Phe Gly 



3622 



WO 00/58473 



PCT/USOO/08621 



tcgatggctt cgtggtggag gtctggaacc 
3780 

tccacatgct cacccacttg gccgaggctc 
3840 

tcatcccgcc tgccatcacc cccgggaccg 
3900 

ttgagcagct ggcccccgtg ctggatggtt 
3960 

cgcatcagcc tggccctaat gcacccctgt 
4020 

acccgaagtc caagtggcga agcaaaatcc 
4080 

acgcgacctc caaggatgcc cgtgagcctg 
4140 

aggaccacag gccccggatg gtgtgggaca 
4200 

agaagagccg cagtgggagg cacgtcgtct 
4260 

ggctggagct ggcccgggag ctgggcgttg 
4320 

tggactactt ctacgacctg ctctaggtgg 
4380 

tttctaagcc atggagtgag tgagcaggtg 
4440 

gaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
4474 



agctgctaag ccagaagcgc gtgggcctca 
tgcaccaggc ccggctgctg gccctcctgg 
accagctggg catgttcacg cacaaggagt 
tcagcctcat gacctacgac tactctacag 
cctgggttcg agcctgcgtc caggtcctgg 
tcctggggct caacttctat ggtatggact 
ttgtcggggc caggtacatc cagacactga 
gccaggcctc agagcacttc ttcgagtaca 
tctacccaac cctgaagtcc ctgcaggtgc 
gggtctctat ctgggagctg ggccagggcc 
gcattgcggc ctccgcggtg gacgtgttct 
tgaaatacag gcctccactc cgtttgctgt 
aaaa 



<210> 4428 
<211> 763 
<212>, PRT 

<213> Homo sapiens 
<400> 4428 

Met Val Ala Cys Arg Ala lie Gly He Leu Ser Arg Phe Ser Ala Phe 

1 5 10 15 

Arg He Leu Arg Ser Arg Gly Tyr He Cys Arg Asn Phe Thr Gly Ser 

20 25 30 

Ser Ala Leu Leu Thr Arg Thr His He Asn Tyr Gly Val Lys Gly Asp 

35 40 45 

Val Ala Val Val Arg He Asn Ser Pro Asn Ser Lys Val Asn Thr Leu 

50 55 60 

Ser Lys Glu Leu His Ser Glu Phe Ser Glu Val Met Asn Glu He Trp 
65 70 75 80 

Ala Ser Asp Gin He Arg Ser Ala Val Leu He Ser Ser Lys Pro Gly 

85 90 95 

Cys Phe He Ala Gly Ala Asp He Asn Met Leu Ala Ala Cys Lys Thr 

100 . 105 110 

Leu Gin Glu Val Thr Gin Leu Ser Gin Glu Ala Gin Arg He Val Glu 

115 120 125 

Lys Leu Glu Lys Ser Thr Lys Pro He Val Ala Ala He Asn Gly Ser 

130 135 140 

Cys Leu Gly Gly Gly Leu Glu Val Ala He Ser Cys Gin Tyr Arg He 
145 150 155 160 

Ala Thr Lys Asp Arg Lys Thr Val Leu Gly Thr Pro Glu Val Leu Leu 
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tccgtggata aggggctaaa gactatactt aaagatgcca ccctcactgc gctagaccga 

ggacagcaac aagtgttcaa aggattgaat gacaaagtga agaagaaagc tctaacatca 

2220 

tttgaaaggg attccatctt cagcaacttg actgggcagc ttgattacca aggttttgaa 

22 80 

aaggccgaca tggtgattga agctgtgttt gaggacctta gtcttaagca cagagtgcta 

"ggaagtag aagcggtgat tccagatcac tgtatctttg ccagtaacac atctgctctc 

24 00 ■ ' 

ccaatcagtg aaatcgctgc tgtcagcaaa agacctgaga aggtgattgg catgcactac 

ttctctcccg tggacaagat gcagctgctg gagattatca cgaccgagaa aacttccaaa 

gacaccagtg cttcagctgt agcagttggt ctcaagcagg ggaaggtcat cattgtggtt 

aaggatggac ctggcttcta tactaccagg tgtcttgcgc ccatgatgtc tgaagtcatc 

cgaatcctcc aggaaggagt tgacccgaag aagctggatt ccctgaccac aagctttggc 

2700 .. .. 

tttcctgtgg gtgccgccac actggtggat gaagttggtg tggatgtagc gaaacatgtg 

2760 

gcggaagatc tgggcaaagt ctttggggag cggtttggag gtggaaaccc agaactgcCg 

acacagatgg tgtccaaggg cttcctaggt cgtaaatctg ggaagggctt ttacatctat 

288 0 

caggagggtg tgaagaggaa ggatttgaat tctgacatgg atagtatttt agcgagtctg 

aagctgcctc ctaagtctga agtctcatca gacgaagaca tccagttccg cctggtgaca 
3000 

agatttgtga atgaggcagt catgtgcctg caagagggga tcttggccac acctgcagag 
3060 

ggagacatcg gagccgtctt tgggcttggc ttcccgcctt gtctgggagg gcctttccgc 

JJtgtggatc tgtatggcgc ccagaagata gtggaccggc tcaagaaata tgaagctgcc 

tatggaaaac agttcacccc atgccagctg ctagctgacc atgctaacag ccctaacaag 

aagttctacc agtgagcagg cctcatgcct cgctcagtca gttttcagat aagccggtgc 

aagaccgggg tttggtggtg acggacctca iagctgagag tgtggttctt gagcatcgca 
3360 

gctactgctc ggcaaaggcc cgggacagac actttgctgg ggatgtactg ggctatgtca 
3420 

ctccatggaa cagccatggc tacgatgtca ccaaggtctt tgggagcaag ttcacacaga 
3480 

tctcacccgt ctggctgcag ctgaagagac gtggccgtga gatgtttgag gtcacgggcc 
3540 

tccaogacgt ggaccagggg tggatgcgag ctgtcaggaa gcatgccaag ggcctgcaca 
3600 

tagtgcctcg gctcctgttt gaggactgga cttacgatga tttccggaac gtcttagaca 
3660 

gtgaggatga gatagaggag ctgagcaaga ccgtggtcca ggtggcaaag aaccagcatt 
3720 
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agagctttct tcttcacttt gtcattcaat cctttgaaca cttgttgctg tcctcggcct 
540 

agcgcagtga gggtggcatc tttaagtata gtctttagcc ccttatccac ggagacttgg 
600 

gcgatgcctg ctcccatcag ccctgcacca agaatagcca gatgcttaac atccttctgt 
660 

cttttgttgc tattctgtat tggcatgaaa tggcaacctc aagtcctcct cccaggcagg 
720 

atccattgat ggcagccaca ataggctttg tggacttttc aagtttctca actattctct 
780 

gtgcttcttg tgatagctgt gttacttctt gaagggtctt gcaagcggct aacatgttga 
840 

tatcagcacc tgcaataaag cagcctggct ttgatgagat aaggacggca cttctgattt 
900 

gatcactagc ccagatttca ttcataactt ctgagaactc tgaatgtagc tcttcagctc 
960 

aagatggtgg cctgccgggc gattggcatc ctcagccgct tttctgcctt caggatcctc 
1020 

cgctcccgag gttatatatg ccgcaatttt acagggtctt ctgctttgct gaccagaacc 
1080 

catattaact atggagtcaa aggggatgtg gcagttgttc gaattaactc tcccaattca 
1140 

aaggtaaata cactgagtaa agagctacat tcagagttct cagaagttat gaatgaaatc 
1200 

tgggctagtg atcaaatcag aagtgccgtc cttatctcat caaagccagg ctgctttatt 
1260 

gcaggtgctg atatcaacat gttagccgct tgcaagaccc ttcaagaagt aacacagcta 
1320 

tcacaagaag cacagagaat, agttgagaaa cttgaaaagt ccacaaagcc tattgtggct 
1380 

gccatcaatg gatcctgcct gggaggagga cttgaggttg ccatttcatg ccaatacaga 
1440 

atagcaacaa aagacagaaa aacagtatta ggtacccctg aagttttgct gggggcctta 
1500 

ccaggagcag gaggcacaca aaggctgccc aaaatggtgg gtgtgcctgc tgctttggac 
1560 

atgatgctga ctggtagaag cattcgtgca gacagggcaa agaaaatggg. actggttgac 
1620 

caactggtgg aacccctggg accaggacta aaacctccag aggaacggac aatagaatac 
1680 

ctagaagaag ttgcaattac ttttgccaaa ggactagctg ataagaagat ctctccaaag 
1740 

agagacaagg gattggtgga aaaattgaca gcgtatgcca tgactattcc atttgtcagg 
1800 

caacaggttt acaaaaaagt ggaagaaaaa gtgcgaaagc agactaaagg cctttatcct 
1860 

gcacctctga aaataattga tgtggtaaag actggaattg agcaagggag tgatgccggt 
1920 

tatctctgtg aatctcagaa atttggagag cttgtaatga ccaaagaatc aaaggccttg 
1980 

atgggactct accatggtca ggtcctgtgc aagaagaata aatttggagc cccacagaag 
2040 

gatgttaagc atctggctat tcttggtgca gggctgatgg gagcaggcat cgcccaagtc 
2100 
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865 870 875 880 

Gin Tyr Lys Glu He Leu Thr Pro Ser Trp Arg Glu Val Asp Leu Gin 

885 890 895 

Ser Leu Lys Gly Ser Pro Asp Glu Glu Asn Glu Glu He Glu Asp Leu 

900 905 910 

Ser Asp- Ala Ala Phe Ala Ala Leu His Ala Lys Cys Glu Glu Met Glu 

915 920 925 

Arg Ala Arg Trp Leu Trp Thr Thr Ser Val Pro Pro Gin Arg Arg Gly 

930 935 940 

Ser Arg Ser Tyr Arg Ser Ser Asp Gly Arg Thr Thr Pro Gin Leu Gly 
945 950 955 960 

Ser Ala Asn Pro Ser Thr Pro Gin Pro Ala Ser Pro Asp Val Ser Ser 

965 970 975 

Ser His Ser Leu Ser Glu Tyr . Ser His Gly Gin Ser Pro Arg Ser Pro 

980 985 990 

lie Ser Pro Glu Leu His Ser Ala Pro Leu Thr Pro Val Ala Arg Asp 

995 1000 1005 

Thr Leu Arg His Leu Ala Ser Glu Asp Thr Arg Cys Ser Thr Pro Glu 

1010 1015 1020 

Leu Gly Leu Asp Glu Gin Ser Val Gin Pro Trp Glu Arg Arg Thr Phe 
1025 1030 1035 1040 

Pro Leu Ala His Ser Pro Gin Ala Glu Cys Glu Asp Gin Leu Asp Ala 

1045 1050 1055 

Gin Glu Arg Ala Ala Arg Cys Thr Arg Arg Thr Ser Gly Ser Lys Thr 

1060 1065 1070 

Xaa Pro Gly Asp Arg Gly Ser Ala His Leu Ala Ser His Cys Pro Pro 

1075 1080 1085 

Gin Glu Ser Ala Ser Gly Gly Ser Ser His Ser Ser Ala Pro Asp Ser 

1090 1095 HOO 

Gin Met Ser Gly Arg Gin Pro Ser Lys Gin Thr His 
1105 IHO 1H5 

<210> 4427 

<211> 4474 

<212> DNA 

<213> Homo sapiens 

<400> 4427 

nntgtggtca gggaatccag cttcttcggg tcaactcctt cctggaggat tcggatgact 
60 

tcagacatca tgggcgcaag acacctggta gtatagaagc caggtccatc cttaaccaca 
120 

atgatgacct tcccctgctt gagaccaact gctacagctg aagcactggt gtctttggaa 
180 

gttttctcgg tcgtgataat ctccagcagc tgcatcttgt ccacgggaga gaagtagtgc 
240 

atgccaatca ccttctcagg tcttttgctg acagcagcga tttcactgat tgggagagca 
300 

gatgtgttac tggcaaagat acagtgatct ggaatcaccg cttctacttc ctttagcact 
360 

ctgtgcttaa gactaaggtc ctcaaacaca gcttcaatca ccatgtcggc cttttcaaaa 
420 

ccttggtaat caagctgccc agtcaagttg ctgaagatgg aatccctttc aaatgatgtt 
480 
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435 440 445 

Trp Asn Trp Leu Gin Ala His Val Ser Asp Leu Glu Tyr Arg lie Arg 

. 450 455 460 

Gin Gin Thr Asp lie Tyr Lys Gin He Arg Ala Asn Lys Gly Leu He 
465 470 475 480 

Val Leu Gly Glu Val Pro Pro Pro Glu His Thr Thr Asp Leu Phe Leu 

485 490 495 

Pro Leu Ser Ser Glu Val Lys Thr Asp His Gly Thr Asp Lys Leu lie 

500 505 510 . 

Glu Ser Val Ser Gin Pro Leu Glu Asn His Gly Ala Pro He He Gly 

515 520 525 

His He Ser Glu Ser Leu Ser Thr Lys Ser Cys Gly Ala Leu Arg Pro 

530 535 ,540 

Val Asn Gly Val lie Asn Thr Leu Gin Pro Val Leu Ala Asp His He 
545 550 " ' . 555 560 

Pro Gly Asp Ser Ser Asp Ala Glu Glu Gin Leu His Lys Lys Gin Arg 

565 570 575 

Leu Asn Leu Val Ser Ser Ser Ser Asp Gly Thr Cys Val Ala Ala Arg 

580 * 585 590 

Thr Arg Pro Val Leu Ser Cys Lys Lys Arg Arg Leu Val Arg Pro Asn 

595 600 605 

Ser He Val Pro Leu Ser Lys Lys Val His Arg Asn Ser Thr lie Arg 

610 615 620 

Pro Gly Cys Asp Val Asn Pro Ser Cys Ala Leu Cys Gly Ser Gly Ser 
625 630 635 640 

He Asn Thr Met Pro Pro Glu He His Tyr Glu Ala Pro Leu Leu Glu 

645 650 655 

Arg Leu Ser Gin Leu Asp Ser Cys Val His Pro Val Leu Ala Phe Pro 

660 665 670 

Asp Asp Val Pro Thr Ser Leu His Phe Gin Ser Met Leu Lys Ser Gin 

675 680 685 

Trp Gin Asn Lys Pro Phe Asp Lys He Lys Pro Pro Lys Lys Leu Ser 

690 695 700 

Leu Lys His Arg Ala Pro Met Pro Gly Ser Leu Pro Asp Ser Ala Arg 
705 710 715 720 

Lys Asp Arg His Lys Leu Val Ser Ser Phe Leu Thr Thr Ala Lys Leu 

725 730 735. 

Ser His His Gin Thr Arg Pro Asp Arg Thr His Arg Gin. His Leu Asp 

740 745 750 

Asp Val Gly Ala Val Pro Met Val Glu Arg Val Thr Ala Pro Lys Ala 

755 760 765 

Glu Arg Leu Leu Asn Pro Pro Pro Pro Val His Asp Pro Asn His Ser 

770 ' 775 780 

Lys Met Arg Leu Arg Asp His Ser Ser Glu Arg Ser Glu Val Leu Lys 
785 790 795 800 

His His Thr Asp Met Ser Ser Ser Ser Tyr Leu Ala Ala Thr His His 
805 810 815 

- Pro Pro His Ser Pro Leu Val Arg Gin Leu Ser Thr Ser Ser Asp Ser 
820 825 830 

Pro Ala Pro Ala Ser Ser Ser Ser Gin Val Thr Ala Ser Thr Ser Gin 

835 840 845 

Gin Pro Val Arg Arg Arg Arg Gly Glu Ser Ser Phe Asp He Asn Asn 

850 855 860 

He Val He Pro Met Ser Val Ala Ala Thr Thr Arg Val Glu Lys Leu 



3617 



WO 00/58473 



PCT/US00/08621 



1 


5 








10 










15 




His 


He Arg Phe Lys 


Leu 


Ala 


Pro Pro 


Ser 


Ser 


Thr 


Leu 


Ser 


Pro 


Gly 




20 . 






25 










30 






Ser 


Ala Glu Asn Asn 


Gly 


Asn 


Ala Asn 


lie 


Leu 


He 


Ala 


Ala 


Asn 


Gly 




35 






40 








45 








Thr 


Lys Arg Lys Ala 


He 


Ala 


Ala Glu 


Asp 


Pro 


Ser 


Leu 


Asp 


Phe 


Arg 




50 




55 








60 










Asn 


Asn Pro Thr Lys 


Glu 


Asp 


Leu Gly Lys 


Leu 


Gin 


Pro 


Leu 


Val 


Ala 


65 




70 








75 










80 


Ser 


Tyr Leu Cys Ser 


Asp 


Val 


Thr Ser 


Val 


Pro 


Ser 


Lys 


Glu 


Ser 


Leu 




85 








90 










95 




Lys 


Leu Gin Gly Val 


Phe 


Ser 


Lys Gin 


Thr 


Val 


Leu 


Lys 


Ser 


His 


Pro 




100 






105 










110 






Leu 


Leu Ser Gin Ser 


Tyr 


Glu 


Leu Arg Ala 


Glu 


Leu 


Leu Gly Arg 


Gin 




115 






120 








125 








Pro 


Val Leu Glu Phe 


Ser 


Leu 


Glu Asn 


Leu 


Arg 


Thr 


Met 


Asn 


Thr 


Ser 




130 




135 








140 










Gly 


Gin Thr Ala Leu 


Pro 


Gin 


Ala Pro 


Val 


Asn Gly 


Leu 


Ala 


Lys 


Lys 


145 




150 








155 










160 


Leu 


Thr Lys Ser Ser 


Thr 


His 


Ser Asp 


His 


Asp 


Asn 


Ser 


Thr 


Ser 


Leu 




165 








170 










175 




Asn 


Gly Gly Lys Arg 


Ala 


Leu 


Thr Ser 


Ser 


Ala 


Leu 


His 


Gly Gly 


Glu 




180 






185 










190 






Met 


Gly Gly Ser Glu 


Ser 


Gly Asp Leu Lys 


Gly Gly Met 


Thr 


Asn 


Cys 




195 






200 








2 05 








Thr 


Leu Pro His Arg 


Ser 


Leu Asp Val 


Glu 


His 


Thr 


Thr 


Leu Tyr 


Ser 




210 




215 








220 










Asn 


Asn Ser Thr Ala 


Asn 


Lys 


Ser Phe 


Val 


Asn 


Ser 


Met 


Glu 


Gin 


Pro 


225 




230 








235 










240 


Ala 


Leu Gin Gly Ser 


Ser 


Arg 


Leu Ser 


Pro 


Gly Thr Asp 


Ser 


Ser 


Ser 




245 








250 










255 




Asn 


Leu Gly Gly Val 


Lys 


Leu Glu Gly Lys 


Lys 


Ser 


Pro 


Leu 


Ser 


Ser 




260 






265 










270 






He 


Leu Phe Ser Ala 


Leu 


Asp 


Ser Asp 


Thr 


Arg 


He 


Thr 


Ala 


Leu 


Leu 




275 






280 








285 








Arg 


Arg Gin Ala Asp 


He 


Glu 


Ser Arg 


Ala 


Arg Arg 


Leu 


Gin 


Lys 


Arg 




290 




295 








300 










Leu 


Gin Val Val Gin 


Ala 


Lys 


Gin Val 


Glu 


Arg 


His 


He 


Gin 


His 


Gin 


305 




310 








315 










320 


Leu 


Gly Gly Phe Leu 


Glu 


Lys 


Thr Leu 


Ser 


Lys 


Leu 


Pro 


Asn 


Leu 


Glu 




325 








330 










335 




Ser 


Leu Arg Pro Arg 


Ser 


Gin 


Leu Met 


Leu 


Thr 


Arg 


Lys 


Ala 


Glu 


Ala 




340 






345 










350 






Ala 


Leu Arg Lys Ala 


Ala 


Ser 


Glu Thr 


Thr 


Thr 


Ser 


Glu 


Gly Leu 


Ser 




355 






360 








365 








Asn 


Phe Leu Lys Ser 


Asn 


Ser 


He Ser 


Glu 


Glu Leu Glu Arg 


Phe 


Thr 




370 




375 








380 










Ala 


Ser Gly He Ala 


Asn 


Leu Arg Cys 


Ser 


Glu 


Gin 


Ala 


Phe 


Asp 


Ser 


385 




390 








395 










400 


Asp 


Val Thr Asp Ser 


Ser 


Ser Gly Gly Glu 


Ser Asp 


He 


Glu 


Glu 


Glu 




405 








410 










415 




Glu 


Leu Thr Arg Ala 


Asp 


Pro 


Glu Gin 


Arg 


His 


val 


Pro Leu Arg 


Arg 




420 






425 










430 






Arg 


Ser Glu Trp Lys 


Trp 


Ala Ala Asp Arg 


Ala 


Ala 


He 


Val 


Ser 


Arg 
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ctcccgttgg caaacagaag ttcaggatga 
3900 

ctgcactgtt gaatcactgg acttactgat 
3960. 

tgggcagggc agaacagcct ggcgggctac 
4020 

gaatggggca gggtgctctg gactcttacc 
4080 

ctgtggccct cctggctggg tccccttggt 
4140 

tctctgccat aactgccagc tgctctcccc 
4200 

tctcacccag aacttaagag actgattttt 
4260 

tgactctttc actgcagtaa cctggctgtg 
4320 

ggtacccttc cctgtctgct ctcccatgcc 
-4380 

tggaatattt ttaccaccta tcctgatctt 
4440 

attcccactc ccctgcaaac tgggggttgt 
4500 

tttttttttt tttttccctc tgattcactt 
4560 

tcggtgttag ttccactctt ggtctttcac 
4620 

cctagctgtg gttcccattg ttcccccttc 
4680 

ctgtatgatc acatcaccaa aaagggggag 
4740 

ttgtaatcgt ataaaaatag tagacaactg 
4800 

aacattagtg attttttttt ctgtttgcaa 
4860 

aaaaaataca ataatgcacc atatccctat 
4920 

gaaaattctg aataaccctt ttagcattga 
4980 

aaaaaccttg tattttgtaa atattttctt 
5040 

aaacatgtag ctgtctttgt tctatagaaa 
5100 

aatgtcttga ttctgttcgc aaagcacaga 
5160 

attgaaaaaa ataaaaaaaa aagttacaga 
5199 

<210> 4426 
<211> 1116 
<212> PRT 

<213> Homo sapiens 
<400> 4426 

Met Ala Ala Met Ala Pro Ala Leu 1 



gaccctgctg gcctggtcct ggcacatcct 
cttagatgac caccccctcc ctcacacctg 
agtttagcat ggccttcttg agctagggtg 
ccctcccctc ccatctgtgg cttggctctg 
ttttcgtgct ggaacatccc caccagagcc 
gagtgctcag ctggcagaac acctttcctt 
tgtttcatct gcatttggtc ttctctgttt 
gctgctcagg ttcccctcct catgcccctt 
atgtacacac ccacaacccg tccttccact 
tgaaggtagg gttaggacta cttaacctct 
gggaagtgag cagccatctc cctgtgtgat 
tgccatgttt ccttcacatc cagatccctg 
gctccccttg cctgtggaac attgtctggt 
acccttctct gttaaccttg tgcctgtctc 
gggggagaag actctttttt tttggccatt 
cttaatggtt ggggtttttt cacaattttc 
gttaaagggt ttgtcattgt ttctttaaaa 
gcataaagtg cttcttctat ttataaggtt 
aaaaaaaaac aaaaacaaaa aatggaaaaa 
ttcctgcttt ggagctgtgt aatggcagcg 
tgcttttctt cagagaagct gatctttgtt 
ctagtgctta aaaaaaaaaa agaaggaaaa 
aaaaaaaaa 



Asp Ala Ala Ala Glu Ala His 
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tcaggcagca tcaacaccat gcctcccgaa attcactatg aagcccctct gttggaacgt 
2280 

ctttcccagt tggactcttg tgttcatcct gttctagcat ttccagatga tgttcccaca 
2340 

agcctgcatt tccagagcat gctgaaatct cagtggcaga acaagccttt tgacaaaatc 
2400 

aaacctccca aaaagttatc gcttaagcac agagcaccca tgccgggcag tctgccagat 
2460 

tcagctcgta aggacaggca caaattggtc agctccttcc taacaacagc caagctgtcc 
2520 

catcaccaaa cccggcctga caggacccac aggcagcact tagacgatgt gggggccgtg 
2580 

cccatggtgg agcgagtgac agcgccaaaa gcagagcgct tgctcaaccc accaccaccc 
2640 

gtgcatgacc caaaccacag caaaatgaga ttgcgagacc attcatctga gagaagtgaa 
2700 

gtgttgaagc atcacacaga catgagcagt tcgagctact tggcagccac ccaccatcct 
2760 

ccacacagtc ccttggtgcg acagctctcc acctcctcag attcccctgc acccgccagc 
2820 

tctagctcac aggttacagc cagcacatcg cagcagccag taaggaggag aaggggagag 
2880 

agctcatttg atattaacaa cattgtcatc ccaatgtctg ttgctgcaac aactcgcgta 
2940 

gagaaactgc aatacaagga aatccttacg cccagctggc gggaggttga tcttcagtct 
3000 

ctgaagggga gtcctgatga ggagaatgaa gagattgagg acctatccga cgcagccttc 
3060 

gccgccctgc atgccaaatg tgaggagatg gagagggcac ggtggctgtg gaccacgagt 
3120 

gtgccacccc agcggcgggg cagcaggtcc tacaggtcat cagacggccg gacaaccccc 
3180 

cagctgggca gtgccaaccc ctccaccccc cagcctgcct cccctgatgt cagcagtagc 
3240 

cactctttgt cagaatactc ccatggtcag tcccctagga gccccattag cccggaactg 
3300 

cactcagcac ccctcacccc tgtggctcgg gacactctgc gacacttagc cagtgaggat 
3360 

acccgttgtt' ccacaccaga gctggggctg gatgaacagt ctgtccagcc ctgggagcgg 
3420 

cggaccttcc ccctggcgca cagtccccag gcggagtgtg aggaccagct ggatgcacag 
3480 

gagcgagcag cccgctgcac tcgacgcacc tcaggcagca agactnggcc gggagacaga 
3540 

ggcagcgccc acctcgcctc ccattgtccc cctcaagagt cggcatctgg tggcagcagc 
3600 

cacagctcag cgcccgactc acagatgagc gggagacagc catctaaaca gactcactaa 
3660 

ctattggcat taaagcttca gaaatctctg cgtttgatat tcaaacatca tatgccggaa 
3720 

attttcacag tttttagtga acttaaggaa tttagatcct actttggtat ttttttttct 
3780 

tgttttaatt tttgttttgt ttttgtttcc atgttttctt gtcacacacc tgagcacttc 
3840 
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ttgcaagggg tcttcagcaa gcagacagtc cttaaatctc atcctctctt atctcagtcc 
660 

tatgaactcc gagctgagct gttggggaga cagccagttt tggagttttc cttagaaaat 
720 

cttagaacca tgaatacgag tggtcagaca gctctgccac aagcacctgt aaatgggttg 
780 

gctaagaaat tgactaaaag ttcaacacat tctgatcatg acaattccac ttccctcaat 
840 

gggggaaaac gggctctcac ttcatctgct cttcatgggg gtgaaatggg aggatctgaa 
900 

tctggggact tgaagggggg tatgaccaat tgcactcttc cacatagaag ccttgatgta 
960 

gaacacacaa ctttgtatag caataatagc actgcaaaca aatcctttgt caattcca.tg 
1020 

gaacagccgg cacttcaagg aagcagtagg ttatcacctg gtacagactc cagctctaac 
1080 

ttggggggtg tcaaattgga gggtaaaaag tctcccctgt cttccattct tttcagtgct 
1140 

ttagattctg acacaaggat aacagcttta ctgcggcgac aggctgacat tgagagccgt 
1200 

gcccgcagat tacaaaagcg cttacaggtt gtgcaagcca agcaggttga gaggcatata 
1260 

caacatcagc tgggtggatt tttggagaag actttgagca aactgccaaa cttggaatcc 
1320 

ttgagaccac ggagccagtt gatgctgact cgaaaggctg aagctgcctt gagaaaagct 
1380 

gccagtgaga ccaccacttc agagggactt agcaactttc tgaaaagcaa ttcaatttca 
1440 

gaagaattgg agagatttac agctagtggc' atagccaact tgaggtgcag tgaacaggca 
1500 

tttgattcag atgtcactga cagtagttca ggaggggagt ctgatattga agaggaagaa 
1560 

ctgaccagag ctgatcccga gcagcgtcat gtacccctga gacgcaggtc agaatggaaa 
1620 

tgggctgcag accgggcagc tattgtcagc cgctggaact ggcttcaggc tcatgtttct 
1680 

gacttggaat atcgaattcg tcagcaaaca gacatttaca aacagatacg tgctaataag 
1740 

gggttgatag ttcttgggga ggtacctccc ccagagcata caacagactt atttcttcca 
1800 

cttagttctg aggtgaagac agatcatggg actgataaat tgattgagtc tgtttctcag 
1860 

ccattggaaa accatggtgc ccctattatt ggtcatattt cagagtcact gtctaccaaa 
1920 

tcatgtggag cactcagacc tgtcaatgga gttattaaca ctcttcagcc tgtcttggca 
1980 

gaccacattc caggtgacag ctctgatgct gaggaacaat tacataagaa gcaacgactg 
2040 

aatctcgtct cttcatcatc tgatggcacc tgtgtggcag cccggacacg tcctgtactg 
2100 

agctgtaaga agcggaggct tgttcgaccc aacagcatcg ttcctctttc caagaaggtt 
2160 

caccggaaca gcacaatccg ccctggctgt gatgtgaatc cctcctgcgc actgtgtggt 
2220 
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545 










550 










ccc 
3 3 3 










bt>U 


Ala 


Pro 


val 


Lys 


TV 1 

Ala 


Arg 


Tip 

lie 


Leu 


Pro 


Gin 


Asp 


Val 


He 


Leu 


Lys 


Phe 








565 










570 










575 




Arg 


Asp 


Lys 


lie 


Glu 


Lys 




oJLU 


Lys 


Asp 


Val 




Ala 


Val 


Leu 


Gin 




580 










585 










590 






Leu 


Glu 


Ala 


Glu 


Glu 


Lys 




Mot- 
net 


Gin 


Gin 


Ser 


Glu 


Ala 


Gin 


lie 


Asn 






595 










£T n e\ 










605 








Thr 


Ala 


Lys 


Arg 


Leu 


Leu 


Glu 


Lys 


Gly Lys 


biu 




Val 


Val 


Gin 


Glu 




610 








615 










620 










Pro 


Glu 


Arg 


Ser 


Trp 


Phe 


Gin 


Thr 


Lys 


Glu 


Glu 


ttl 3 


Lys 


Lys 


Glu 


Lys 


625 








630 




















640 


lie 


Ala 


Lys 


Ala 


Leu 


Gin 


Glu 


Phe 


Asp 


Leu 


Ala 


Leu 


Arg Gly Lys 


Lys 








645 










650 










655 




Lys 


Arg 


Lys 


Lys 


Phe 


Met 


Lys 


Asp 


Ala 


Lys 


Lys 




Gly Glu 


Met 


Thr 






660 










665 










670 






Ala 


Glu 


Glu 


Arg 


Ser 


Gin 


Phe 


Glu 


He 


Leu 


Lys 


Ala 


Gin 


Met 


Phe 


Ala 






675 










680 










685 








Glu 


Arg 


Leu 


Ala 


Lys 


Arg 


Asn 


Arg 


Arg 


Ala 


Lys 


Arg 


Ala 


Arg 


Ala 


Met 




690 










695 










700 










Pro 


Glu 


Glu 


Glu 


Pro 


Val 


Arg Gly 


Pro 


Ala 


Lys 


Lys 


Gin 


Lys 


Gin 


Gly 


705 










710 










715 










720 


Lys 


Lys 


Ser 


Val 


Phe 


Asp 


Glu 


Glu 


' Leu 


Thr 


Asn 


Thr 


Ser 


Lys 


Lys 


Ala 






725 










730 










735 




Leu 


Lys 


Gin 


Tyr 


Arg 


Ala 


Gly 


Pro 


Ser 


Phe 


Glu 


Glu 


Arg 


Lys 


Gin 


Leu 






740 










74 5 










750 






Gly 


Leu 


Pro 


His 


Gin 


Arg Arg Gly 


Gly Asn 


Phe 


Lys 


Ser 


Lys 


Ser 


Arg 




755 










760 










765 









<210> 4425 
<211> 5199 
<212> DNA 

<213> Homo sapiens 
<400> 4425 

naaatccggt gageggtaag gaaagtgatg ccaagtcttc gaagcctcag tgacaaaege 
60 *• 

atagcaagaa cacatccact ccagagatac cttctcgaaa caaaagattt tcctacctgc 
120 

ttatacttgg taaccgaggg aattactaag acttcttget catttctgag tattgtcttt 
180 

atatcctgac actatgaatg ctacttggat gectcttaag tctgttctct ggggaggcag 
240 

taaggggccg tggagctggc ctcggcctcg geategggag aggctggact tcctgtctct 
300 

ctgtgctgaa tggctgegat ggcgcccgct ctcactgacg cagcagctga agcacaccat 
360 

ateeggttea aactggctcc cccatcctct accttgtccc ctggcagtgc cgaaaataac 
420 

ggcaacgcca acatccttat tgctgccaac ggaaccaaaa gaaaagecat tgetgeagag 
480 

gatcccagcc tagatttccg aaataatcct accaaggaag acttgggaaa 'gctgcaacca 
540 

ctggtggcat cttatctctg ctctgatgta acatctgttc cctcaaagga gtctttgaag 
600 
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115 120 125 

Pro Arg Glu.Gln Glu Asp Leu Gin Glu Asn Asp Glu Glu Gly Ser Glu 

130 135 140 

Asp Glu Ala Ser Glu Thr Asp Tyr Ser Ser Ala Asp Glu Asn lie Leu 
145 150 155 160 

Thr Lys Ala Asp Thr Lea Lys Val Lys Asp Arg Lys Lys Lys Lys Lys 

165 170 175 

Lys Gly Gin Glu Ala Gly Gly Phe Phe Glu Asp Ala Ser Gin Tyr Asp 

180 185 190 

Glu Asn Leu Ser Phe Gin Asp Met Asn Leu Ser Arg Pro Leu Leu Lys 

195 200 205 

Ala lie Thr Ala Met Gly Phe Lys Gin Pro Thr Pro lie Gin Lys Ala 

210 215 220 

Cys He Pro Val Gly Leu Leu Gly Lys Asp lie Cys Ala Cys Ala Ala 
225 230 235 240 

Thr Gly Thr Gly Lys Thr Ala Ala Phe Ala Leu Pro Val Leu Glu Arg 

245 250 255 

Leu He Tyr Lys Pro Arg Gin Ala Pro Val Thr Arg Val Leu Val Leu 

260 265 270 

Val Pro Thr Arg Glu Leu Gly He Gin Val, His Ser Val Thr Arg Gin 

275 * 280 285 

Leu Ala Gin Phe Cys Asn He Thr Thr Cys Leu Ala Val Gly Gly Leu 

290 295 300 

Asp Val Lys Ser Gin Glu Ala Ala Leu Arg Ala Ala Pro Asp He Leu 
305 310 315 320 

He Ala Thr Pro Gly Arg Leu He Asp His Leu His Asn Cys Pro Ser 

325 330 335 

Phe His Leu Ser Ser He Glu Val Leu He Leu Asp Glu Ala Asp Arg - 

340 345 350 

Met Leu Asp Glu Tyr Phe Glu Glu Gin Met Lys Glu He He Arg Met 

355 360 365 

Cys Ser His His Arg Gin Thr Met Leu Phe Ser Ala Thr Met Thr Asp 

370 375 380 

Glu Val Lys Asp Leu Ala Ser Val Ser Leu Lys Asn Pro Val Arg He 
385 390 395 400 

Phe Val Asn Ser Asn Thr Asp Val Ala Pro Phe Leu Arg Gin Glu Phe 

405 410 415 

He Arg He Arg Pro Asn Arg Glu Gly Asp Arg Glu Ala He Val Ala 

420 425 430 

Ala Leu Leu Thr Arg Thr Phe Thr Asp His Val Met Leu Phe Thr Gin 

435 440 445 ■ 

Thr Lys Lys Gin Ala His Arg Met His He Leu Leu Gly Leu Met Gly 

450 455 . 460 

Leu Gin Val Gly Glu Leu His Gly Asn Leu Ser Gin Thr Gin Arg Leu 
465 470 475 480 

Glu Ala Leu Arg Arg Phe Lys Asp Glu Gin He Asp He Leu Val Ala 

485 490 495 

Thr Asp Val Ala Ala Arg Gly Leu Asp He Glu Gly Val Lys Thr Val, 

500 505 510 

He Asn Phe Thr Met Pro Asn Thr lie Lys His Tyr Val His Arg Val 

515 520 525 

Gly Arg Thr Ala Arg Ala Gly Arg Ala Gly Arg Ser Val Ser Leu Val 

530 535 540 

Gly Glu Asp Glu Arg Lys Met Leu Lys Glu He Val Lys Ala Ala Lys 
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gagaaaatgg agaaagatgt gtatgcagtt 
1800 

cagcagtcag aagcccagat caatacagca 
1860 

gtggtccaag agcccgagag gagctggttc 
1920 

attgccaaag ctctgcagga atttgacttg 
1980 

tttatgaagg atgccaaaaa aaagggggag 
2040 

atcctcaagg cgcagatgtt tgctgaacgg 
2100 

gcccgagcaa tgcccgagga ggagccagtg 
2160 

aagaaatctg tatttgatga agaactcacc 
2220 

cgagctggcc cttcctttga agaaaggaaa 
2280 . 

ggaaacttta aatctaaatc caggtgatac 
2340 

attagagata aaaacctttc atggaaaaga 
2400 

ctgattttct tacagataca agaggaggaa 
2460 

gggcagccct taaatccctt ccctgtggga 
2520 

tttgtttaaa aaaaaaacaa aaacaaaaaa 
2580 

gctattttcc taagcatgtc tgtcaatctc 
2640 

tattaaatgg aagtattttt gggaaaagag 
2673 

<210> 4424 
<211> 768 
<212> PRT 

<213> Homo sapiens 



ctgcagctag aggcggagga aaaagagatg 
aagcggctcc tggagaaggg gaaggaggca 
cagaccaaag aagagaggaa gaaggagaaa 
gccttaagag gaaagaagaa aaggaagaag 
atgacagcag aggaaaggtc tcagtttgaa 
ctagcgaaga ggaatcgcag agccaagcgg 
agaggtcctg ccaagaagca aaagcagggg" 
aacacaagca agaaggccct gaaacagtat 
cagttgggct tgccccacca gagacgagga 
tggctgtttt ggaggggcac atgttttggg 
agcttctcca tcctcattct ggtcttaact* 
gtagctgtcg tggcctgaag aaattcatgg 
agtcatcctg gctggtctgt cttttctcca 
caacactttg gtgtggtggt atggtacgta 
ccttcttgct gattagcttt catatgacta 
aaa 



<400> 4424 



Ser 


Gly 


Ser 


Gly 


Phe 


Cys 


Asp 


Asn 


Met 


Leu Ala Asp 


Leu Gly Leu 


He 


1 








5 










10 


15 




Gly 


Thr 


He 


Gly 


Glu 


Asp 


Asp 


Glu- 


Val 


Pro Val Glu 


Pro Glu Ser 


Asp 








20 










25 




30 




Ser 


Gly 


Asp 


Glu 


Glu 


Glu 


Glu 


Gly 


Pro 


lie Val Leu 


Gly Arg Arg Gin 






35 










40 






45 




Lys 


Ala 


Leu 


Gly 


Lys 


Asn 


Arg 


Ser 


Ala 


Asp Phe Asn 


Pro Asp Phe 


Val 




50 










55 






60 






Phe 


Thr 


Glu 


Lys 


Glu 


Gly 


Thr 


Tyr 


Asp 


Gly Ser Trp 


Ala Leu Ala 


Asp 


65 










70 








75 




80 


Val 


Met 


Ser 


Gin 


Leu 


Lys 


Lys 


Lys 


Arg 


Ala Ala Thr 


Thr Leu Asp 


Glu 










85 










90 


95 




Lys 


He 


Glu 


Lys 


Val 


Arg 


Lys 


Lys 


Arg 


Lys Thr Glu 


Asp Lys Glu 


Ala 








100 










105 




110 




Lys 


Ser 


Gly 


Lys 


Leu 


Glu 


Lys 


Glu 


Lys 


Glu Ala Lys 


Glu Gly Ser 


Glu 
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cccattgtgc tgggcagacg 
180 

cctgatttcg ttttcactga 
- 240 

gtcatgagcc aactcaagaa 
300 

gttcgaaaga aaaggaaaac 
360 

aaagaagcaa aggaaggctc 
420 

gaaggctcag aagatgaagc 
480 

accaaagcag atacactcaa 
540 

gcaggaggat tttttgaaga 
600 

aacctttccc gccctcttct 
660 

atccagaagg cgtgcatacc 
720 

actgggacag gtaaaactgc 
780 

ccccgccagg ctccagtcac 
840 

caggtgcact ctgtcaccag 
900 

gtgggcggct tggatgtgaa 
960 

atcgccaccc caggccggct 
1020 

agcatcgagg tgctcatcct 
1080 

cagatgaagg agatcatccg 
1140 

accatgacag acgaggtgaa 
1200 

tttgtgaaca gcaacacaga 
1260 

cctaatcgtg aaggagaccg 
1320 

gaccatgtga tgctgttcac 
1380 

gggctcatgg ggctgcaggt 
1440 

gaggccctcc ggcgttttaa 
1500 

gcccgtggac ttgacattga 
1560 

atcaaacatt atgtccaccg 
1620 

gtctctctgg tgggagaaga 
1680 

gcccctgtga aggccaggat 
1740 



acaaaaagct ttggggaaga 
gaaggagggg acgtacgatg 
gaagagggca gccactacat 
agaggataaa gaagccaagt 
tgaaccaagg gagcaggaag 
ctcggagact gactactcat 
agtaaaggat cggaagaaga 
tgcatctcag tacgatgaaa 
gaaggccatt acagccatgg 
tgtgggtcta ttggggaagg 
cgcctttgcc ctgcctgttt 
ccgcgtgctg gtgctagtgc 
acagctggcc cagttctgca 
gtctcaggaa gcagctcttc 
catcgatcac ctccacaact 
ggacgaggct gacaggatgc 
aatgtgttcc caccaccgcc 
agatctggct tctgtctcct 
tgtggctccc ttcctgcggc 
ggaagccatc gtggcagctt 
gcaaaccaag aagcaggccc 
gggtgagctc catggcaact 
ggatgaacag attgacatcc 
gggggtcaaa acggtaatca 
ggtggggcga acagcacgtg 
tgagcggaag atgctgaagg 
acttccccaa gatgtcatcc 



accgcagtgc tgatttcaac 
gcagctgggc cctggctgat 
tagatgagaa gattgagaaa 
ctgggaagtt ggaaaaggag 
accttcaaga gaatgatgag 
cagctgatga gaacatcctc 
agaagaagaa aggacaggaa 
acctctcgtt ccaggacatg 
gcttcaagca gcccaccccg 
acatctgtgc ctgtgcagcc 
tggagcgtct gatttataaa 
ccacccgaga gctgggcatc 
acatcaccac ctgcctggct 
gggcagcgcc tgacatcctc 
gcccttcctt ccacctgagc 
tggatgagta ctttgaggag 
agaccatgct cttctcggcc 
tgaagaatcc tgtccggata 
aggagttcat ccggatccgg 
tgttgacgag gaccttcact 
accgcatgca catcctcctg 
tgtcacagac gcagcggctg 
tcgtggccac tgatgtggca 
acttcacaat gcctaatacc 
ctggcagggc tgggcgctca 
agattgtaaa agctgccaag 
tcaaattccg ggacaagatt 
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gagcccttgg gccagtgtat gggcagaaaa gcagatttgt gtccttcaga agggaaatgt 
600 

aaaaaggtga aagctctagt tgaagggcag tgagaggggc tggagtggga gagaaggtct 
660 

ctcctggccg gtggtctggg tgcagcaagg gcactctgag aaggcagaat ggaaacgcag' 
720 

ggctggaggg gcatgggtac aggtttgggg gctctttcca gcctctacta tgttgccccc 
780 

ttccccaaag cccttacagg ggcagaagca cattccccgt gaccctgagt ctggcctcat 
840 

ttgggaagtc ttctggggtg tatggatgcc tgtgtgtgtg agtgagatgg gtggggggcc 
900 

acggctatct ggctctagca cactcatggg agaccagctc tgggaacaac aggatggggt 
960 

gctgggatgg gggtttaaga ggtctctgct agatatttct gaactgacct ccccaggtgc 
1020 

ccaacctggc cttgggaaga gagtgcctag ggcagcgggg atggaaaccc ttgcctgcag 
1080 

cataggtcca ggcctcatgg ccctacacct tgacctcttg actttgttgc cctggcctta 
1140- 

agtacaaaga ttcctcactg cgtgctaaga aaacagatcc cgggccgggc ccggttgctc 
1200 

acacctataa tcccagcact ttggaaggct gaggcgggtg aatcacctga gatcaggagt 
1260 

tcgagaccag cctggccaac atggcaaaac cctgtctcta ctaaaaacac aaaaatttgc 
1320 

cgggcatggt ggcagatgcc tgtaatccca gctact 
1356 

<210> 4422' 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 4422 

Gly Arg Ala Arg Leu Leu Thr Pro lie lie Pro Ala Leu Trp Lys Ala 

1 5 10 15 

Glu Ala Gly Glu Ser Pro Glu lie Arg Ser Ser Arg Pro Ala Trp Pro 

20 25 30 

Thr Trp Gin Asn Pro Val Ser Thr Lys Asn Thr Lys lie Cys Arg Ala 

35 40. 45 

Trp Trp Gin Met Pro Val He Pro Ala Thr 
50 55 

<210> 4423 

<211> 2673 

<212> DNA 

<213> Homo sapiens 

<400> 4423 

tccggaagtg gcttctgcga caacatgctt gcggacctcg gcttaatcgg aaccataggc 
60 

gaggatgacg aggtgccggt ggagcccgag tctgactccg gggacgagga agaggagggg 
120 
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cctccgcctc cccagctcaa gcaactctcc tgccccagcc acccaagtnn aaattacagg 
180 

cccgtgccac cacacccggc caatttctgt atttttagta gagacggggt ttcaccatat 
240 

tggccaggac ggtctcaaac tcctggcccc atgtgatcct cccaccttgg cctcccaagg 
300 

tgctggtatt acaggcgtga gccaccactg cgcctggcca gattttgctc ttttttgagc 
360 

agtctcagn 
369 

<210> 4420 
<211> 91 
<212> PRT 

<213> Homo sapiens 
<400> 4420 

Xaa lie Pro Cys He Glu Ser Ala Arg He His Thr He Tyr Tyr Val 

1 5 10 15 

Phe He Leu Arg Gin Gly Leu Ala Leu Xaa Thr Gin Ala Gly Val Gin 

20 25 30 

Trp Cys Asp Leu Gly Ser Leu Gin Pro Pro Pro Pro Gin Leu Lys Gin 

35 40 45 

Leu Ser Cys Pro Ser His Pro Ser Xaa Asn Tyr Arg Pro Val Pro Pro 

50 55 60 

His Pro Ala Asn Phe Cys He Phe Ser Arg Asp Gly Val Ser Pro Tyr 
65 70 75 80 

Trp Pro Gly Arg Ser Gin Thr Pro Gly Pro Met 
85 90 

<210> 4421 

<211> 1356 

<212> DNA 

<213> Homo sapiens 

<400> 4421 

nctggcagag tgtgagggaa gaggcgctaa tccctttccc atctggcctg gcctctcggg 
60 

tgtggacacc aaatcccgca ggggttgctg tagctatgcc cgtgggcatc cttgccctgg 
120 

ctggggtgtg ctagagagag gaaagctgga ggaggagagc tgagctggtg gttaccccat 
180 

gccaggaggg ccaaggcaag aagcctgcag ccccagagat actgaccctg tcccctgccc 
240 

tccagggcac aactgaacta acggaatggc ttaatcagat agctcgagaa ctgccactac 
300 

cactccctcc ctgcccactc ctcccaaagt ccacctgttc ccgcaagagt cccacctcac 
360 

aagcaaccac cagaggctga tacaaatggc cgctgtattt ttgctaaagt gacagtgaca 
420 

cagataaggc aaagagctga ggggcaggac acatcagatg ggaaggggga gaccgtgcaa 
480 

aatggcagtc taacagaaaa tcatccttgt accaacagcc ccttccctcc caagttaggt 
540 
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gtgagcaggt aagagaggga 
980 

<210> 4418 
<211> 263 ' 
<212> PRT 

<213> Homo sapiens 
<400> 4418 



Xaa Arg 


Val 


Arg 


Glu 


Lys 


Gin 


Arg 


Gin 


Leu 


Glu 


Val 


Ala 


Gin 


Val 


Glu 


1 






5 










10 










15 




Asn Gin 


Leu 


Leu 


Lys 


Met 


Lys 


Val 


Glu 


Ser 


Ser 


Gin 


Glu 


Ala 


Asn 


Ala 






20 










25 










30 






Glu Val 


Met 


Arg 


Glu 


Met 


Thr 


Lys 


Lys 


Leu Tyr 


Ser 


Gin 


Tyr 


Glu 


Glu 




35 










40 










45 








Lys Leu 


Gin 


Glu 


Glu 


Gin Arg 


Lys 


His 


Ser 


Ala 


Glu 


Lys 


Glu 


Ala 


Leu 


50 










55 










60 










Leu Glu 


Glu 


Thr 


Asn 


Ser 


Phe 


Leu 


Lys 


Ala 


He 


Glu 


Glu 


Ala 


Asn 


Lys 


65 








70 










75 










80 


Lys Met 


Gin 


Ala 


Ala 


Glu 


lie 


Ser 


Leu 


Glu 


Glu 


Lys 


Asp 


Gin 


Arg 


He 






65 










90 










95 




Gly Glu 


Leu 


Asp 


Arg 


Leu 


He 


Glu 


Arg 


Met 


Glu 


Lys 


Glu 


Arg 


His 


Gin 






100 










105 










110 






Leu Gin 


Leu 


Gin 


Leu 


Leu 


Glu 


His 


Glu 


Thr 


Glu 


Met 


Ser 


Gly Glu 


Leu 




115 










120 










125 








Thr Asp 


Ser 


Asp 


Lys 


Glu Arg Tyr Gin Gin 


Leu 


Glu 


Glu 


Ala 


Ser 


Ala 


130 










135 










140 










Ser Leu Arg Glu Arg 


lie 


Arg 


His 


Leu 


Asp 


Asp 


Met 


Val 


His 


Cys 


Gin 


145 








150 










155 










160 


Gin Lys 


Lys 


Val 


Lys 


Gin 


Met 


Val 


Glu 


Glu 


He 


Glu 


Ser 


Leu 


Lys 


Lys 






165 










170 










175 




Lys Val 


Gin 


Gin 


Lys 


Gin 


Leu 


Leu 


He 


Leu 


Gin 


Leu 


Leu 


Glu 


Lys 


He 




180 










185 










190 






Ser Phe 


Leu Glu Gly 


Glu 


Asn 


Asn 


Glu 


Leu 


Gin 


Ser 


Arg 


Leu 


Asp 


Tyr 




195 










200 










205 








Leu Thr 


Glu 


Thr 


Gin 


Ala 


Lys 


Thr 


Glu 


Val 


Glu 


Thr 


Arg 


Glu 


He 


Gly 


210 










215 










220 










Val Gly Cys Asp 


Leu 


Leu 


Pro 


Ser 


Pro Thr Gly Arg 


Thr 


Arg 


Glu 


lie 


225 








230 










235 










240 


Val Met 


Pro 


Ser 


Arg 


Asn 


Tyr 


Thr 


Pro 


Tyr 


Thr 


Arg 


Val 


Leu 


Glu 


Leu 








245 










250 










255 




Ser Ser 


Lys 


Lys 


thr 


Leu 


Thr 





















260 

<210> 4419 
<211> 369 
<212> DNA 

<213> Homo sapiens 
<400> 4419 

ngaattcctt gtatcgaaag tgccagaata catactattt attatgtatt tattctaaga 
60 

cagggtcttg ctctgntcac ccaggctgga gtgcagtggt gcgatcttgg ctcactgcaa 
120 
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<400> 4416 - 
























Met Lys Asn 


Ala 


Leu Gin Ala 




Ser 


He 


He 


Thr 


Tyr 


Gly 


He 


Ser 


1 




5 






10 










15 




Cys Phe Lys 


He 


Ser Ser Asp 


He 


Tyr 


Leu 


Val 


Lys 


Phe 


His 


Phe 


Arg 


20 






25 










30 






Arg Leu Arg 


Cys 


Arg Thr Leu 


Met 


Phe 


He 


Thr 


Ser 


Ser 


Tyr 


Pro 


Lys 


35 






40 










45 








Arg Asn Gly 


Phe Arg His. Val 


Leu 


Ser 


Gin 


Gin 


Glu 


He 


Asp 


Phe 


Phe 


50 




55 










60 










Leu Asn Tyr 


Leu 


He Leu Leu 


Pro 


Asn 


He 


Thr 


Glu 


Val 


Met 


Arg 


Ser 


65 




70 








75 










80 


Leu Val Thr 


Phe 


Gly Cys Cys 


Ala 


Leu 


Lys 


Glu 


Pro 


Gly 


Leu 


Glu 


Phe 






1 8 5 






90 










95 




Val Gly Val 


He 























100 



<210> 4417 

<211> 980 

<212> DNA 

<213> Homo sapiens 

<400> 4417 

nnacgcgtga gggaaaagca gaggcagttg gaggtagcgc aagttgaaaa ccagctgcta 
60 

aaaatgaagg tggaatcgtc ccaagaagcc aatgctgagg tgatgcgaga gatgaccaag 
120 

aagctgtaca gccagtatga ggagaagctg caggaagaac agaggaagca cagtgctgag 
180 

aaggaggctc ttttggaaga aaccaatagt tttctgaaag cgattgaaga agccaataaa 
240 

aagatgcaag cagcagagat cagcctagag gagaaagacc agaggatcgg ggagctggac 
300 

aggctgattg agcgcatgga aaaggaacgt catcaactgc aacttcaact cctagaacat 
360 

gaaacagaaa tgtctgggga- gttaactgat tctgacaagg aaaggtatca gcagttggag 
420 

gaggcatcag ccagcctccg tgagcggatc agacacctag atgacatggt gcattgccag 
480 

cagaagaaag tcaagcagat ggttgaggag attgagtcat taaagaaaaa agtgcaacag 
540 

aagcagctcc tgatactgca gcttttagaa aaaatctctt tcctggaagg agagaataat 
600 

gaactacaaa gcaggttgga ctatttgaca gaaacccagg ccaagactga agtggaaaca 
660 

agagaaattg gagtgggctg tgatcttctt cccagcccaa caggcaggac tcgtgaaatt 
720 

gtgatgcctt ctaggaacta caccccatac acaagagtcc tggagttatc ctcaaagaaa 
780 

acgctgactt aggcactcag aggcatacac tttttacaga tggacaaaag ctctggaacc 
840 

ctgtggcttc aaatcctttg ggaagggtga ctgttgtttc ccctacacac agtgtaagcc 
900 . 

ggaatgggaa tcgctgaggc tctgatccac ttctaagaca ggaaggaaag tgaaggcaga 
960 
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<211> 65 
<212> PRT 

<213> Homo sapiens 
<400> 4414 

Met Ala Leu Leu Phe Ala Arg Ser Leu Arg Leu Cys Arg Trp Gly Ala 

1 5 10 15 

Lys Arg Leu Gly Val Ala Ser Thr Glu Arg Gin Arg Gly Val Ser Phe 

20 25 30 

Lys Leu Glu Glu Lys Thr Ala His Ser Ser Leu Ala Leu , Phe Arg Asp 

35 40 45 

Asp Thr Gly Val Lys Tyr Gly Leu Val Gly Leu Glu Pro Thr Lys Val 
50 55 60 

Pro 
65 

<210> 4415 

<211> 775 

<212> DNA 

<213> Homo sapiens 



<400> 4415 
taaaaggaaa 
60 

tccagcagaa 
120 

attattgaat 
180 

aaaaaaaggg 
240 

aggcgtgggc 
300 

aacttgacaa 
360 

aaacctggct 
420 

atatttggca 
480 

tgtctgaatc 
540 

aatctcctaa 
600 

ccataagtaa 
660 

atgagtataa 
720 

aacaacttta 
775 

<210> 4416 
<211> 100 
<212> PRT 
<213> Homo 



acagtgtctt 
agagacaaag 
acacaaaagg 
aagttaaata 
aaagagcagc 
atgcctctgc 
ctttcagagc 
acagaatgag 
catttctctt 
aatggaattt 
tgatactcca 
actcgacagt 
caggctcaaa 

sapiens 



tattgtgtgt 
atctttgttc 
aatgttaccg 
actgaagtaa 
tactgaagct 
ttctttggaa 
acaacagcca 
atagtttaaa 
ggggtaggag 
aaccagatag 
ggcctgtaaa 
gttctgattt 
cgataggttc 



agttctaaca 
aaaatattct 
ttacttgttc 
tggtttgccc 
catgaggagg 
ccttcttcct 
aatgtaacta 
aaaaaatcaa 
gaggtaatga 
atatcgcttg 
gcatttttca 
cacaacatat 
caagggattt 



aacgttcact 
gaaaaaggta 
atagtcaaag 
aaatagcaaa 
atgctggata 
agatcacccc 
aactcctcat 
tttcttgttg 
acattaacgt 
agattttaaa 
ttgtcccaca 
gcatttatga 
ttgtttttgc 



gtgtgcgcat 
aactaactgc 
gtgaagttaa 
cgtaggatac 
tagggtaggt 
cacaaattcc 
tacttctgtg 
agacaagaca 
tctgcatctc 
gcaggagata 
ttgcagctaa 
caactgctaa 
ttaag 
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65 70 75 80 

Ala Pro Ala Ser Arg Gin Arg Val Gly Phe Leu Gly Gin Pro Gin Ser 

85 90 95 

Cys Gin Arg Gin His Val Ser Leu His Arg Ser His Gin Ala Pro Leu 
100 105 110 

Asp 



<210> 4413 

<211> 1097 

<212> DNA 

<213> Homo sapiens 

<400> 4413 

atggcgctgc tttttgcacg ttctttgcgc ttgtgccgct ggggagccaa acgattggga 
60 

gttgcctcca cagagcgcca gagaggcgtc agtttcaaac tggaagaaaa aaccgcccac 
120 

agcagcctgg cactcttcag agatgatacg ggtgtcaaat atggcttggt gggattggag 
180 . - 

cccaccaagg tgccttgaat gtggagcgct tccgggagtt ggcaggtgct ggcagacaca 
240 

gcggtcacca gtggcagaca ctactgggaa gtgacagtga agcgctccca gcagttccgg 
300 

ataggagtgg cagatgtgga catgtcccgg gatagctgca ttggtgttga tgatcgttcc 
360 

tgggtgttca cctatgccca gcgcaagtgg tacaccatgt tggccaacga gaaagcccca 
420 

gttgagggta ttgggcagcc agagaaggtg gggctgttgc tggagtatga ggcccagaag 
480 

ctgagcctgg tggatgtgag ccaggtctct gtggttcaca cgctacagac agatttccgg 
540 

ggtccagtgg tgcctgcctt tgctctctgg gatggggagc tgctgaccca ttcagggctt 
600 

gaggtgcccg agggcctcta gtatgtccat tactggagtc cctaatcacg cctttggcca 
660 

gcctcctttt gaaagtgtcc gaagcctttt tactttgcct caagcaacct ctagctccca 
720 

caattcagtg ttgggtcctc tgtgcaatat catgatcatc ttcctcatcc cctaccttgt 
780 

gaaagctagg catacagcca aaccctcctt ttccccaccc accaactact gccaatttcc 
840 

taggctacca tgggtgtatc ttccttgacc tgcttccttc agtccctctg cctccctttg 
900 

cccaggcctt tctcagactg tattccatcc tggggtctta tcattcagct ttgtttgaat 
960 

ttattaatca ccatgatacc tctccctccc tttgtccaca tgtaacttgt tcttggggct 
1020 

ctaccagatg gctgaagagt aaatcctttc tacctctggc tgaaaaaaaa aaaaaaaaaa 
1080 

aaaaaaaaaa aaaaaaa 
1097 

<210> 4414 
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305 








310 










315 




320 


Asp 


Val 


Cys 


Gly 


Gin Arg 


Phe 


Arg 


Phe 


Ser 


Asn 


Met 


Leu Lys Ala His 








325 








330 






335 


Lys 


Glu 


Lys 


Cys 


Phe Arg 


Val 


Ser 


His 


Thr Leu Ala Gly Asp Gly Val 






340 








345 








350 


Pro 


Ala 


Ala 


Pro 


Gly Leu 


Pro 


Pro 


Thr 


Gin 


Pro 


Gin 


Ala His Ala Leu 






355 








360 










365 


Pro 


Leu 


Leu 


Pro 


Gly Leu 


Pro 


Gin 


Thr 


Leu 


Pro 


Pro 


Pro Pro His Leu 




370 








375 










380 




Pro 


Pro 


Pro 


Pro 


Pro Leu 


Phe 


Pro 


Thr 


Thr 


Ala 


Ser 


Pro Gly Gly Arg 


385 








390 










395 




400 


Met 


Asn 


Ala 


Asn 


Asn 

















405 



<210> 4411 

<211> 484 

<212> DNA 

<213> Homo sapiens 

<400> 4411 

cccaaggcag cagcaggctt gccaggtggg aaggaccaga aggcagccca gcggtgggga 
60 

gtgtggagtg aatggggctg aaagggtagg gctggcccac agagggtggg gaggctgcag 
120 

caaaagagga gtttagggtg gctatggtgc aggggcagct gtatgcttca cctcaaatgt 
180 

tactgtcttc tctctccatc aaggaggaag ggcccaggct ggggttagga gggctagggg 
240 

cccaggctgt gtgtcccctt ttttcctcct ggtgccctgc ccccccacgc tgtcatctcc 
300 

ctcagtggca gtgggggttc atcactgggt cttcaggtcc cttgcccatg gctggtggtg 
360 

ttccaggtgg gcccaaccag gcggcccctg cctctaggca gcgcgtaggt ttccttgggc 
420 

agcctcaatc ctgccagcgc cagcatgtct ccctgcacag aagccatcaa gcacctttgg 

480 

atcc 

484 

<210> 4412 

<211> 113 

<212> PRT 

<213> Homo sapiens 

<400> 4412 

Met Val Gin Gly Gin Leu Tyr Ala Ser Pro Gin Met Leu Leu Ser Ser 

15 10 15 

Leu Ser He Lys Glu Glu Gly Pro Arg Leu Gly Leu Gly Gly Leu Gly 

20 25 30 

Ala Gin Ala Val Cys Pro Leu Phe Ser Ser Trp Cys Pro Ala Pro Pro 

35 40 45 

Arg Cys His Leu Pro Gin Trp Gin Trp Gly Phe He Thr Gly Ser Ser 

50 55 60 

Gly Pro Leu Pro Met. Ala Gly Gly Val Pro Gly Gly Pro Asn Gin Ala 



3602 



WO 00/58473 



PCT/US00/O8621 



ctgccatagt ctccacggtg cccttcacag agggcttggt agtggcagaa tggccatgcc 
4080 

caggtgtgtg ttgagaccat tgacaactgc tcgtgtacag gcaccccaca gccccagagc 
4140 

atggggcaca gcaggcatgc gagtgagagg atgaagggga ataaagtcag tacaactcgt 
4200 ' 
aaaaaaaaaa aaaaaaa 
4217 

<210> 4410 

<211> 405 

<212>. PRT 

<213> Homo sapiens 



<400> 4410 



Glu 


Ser 


Ser 


Glu 


Glu 


Glu 


Glu Gly Glu Glu 


Gly 


Glu 


Ala 


Gly 


Gly 


Lys 


1 








5 










10 










15 




Gin 


Gly 


Pro 


Arg 


Gly Ser 


Arg 


Ser 


Ser 


Arg 


Ala 


Asp 


Pro 


Pro 


Pro 


His 








20 










25 










30 






Ser 


His 


Met 


Ala 


Thr 


Arg 


Ser 


Arg 


Glu 


Asn 


Ala 


Arg 


Arg 


Arg 


Gly 


Thr 






3 5 










40 










45 








Pro 


Glu 


Pro 


Glu 


Glu 


Ala 


Gly Arg Arg Gly 


Gly 


Lys 


Arg 


Pro 


Lys 


Pro 




50 










55 










60 










Pro 


Pro 


Gly 


Val 


Ala 


Ser 


Ala 


Ser 


Ala 


Arg 


Gly 


Pro 


Pro 


Ala 


Thr 


Asp 


65 










70 










75 










80 


Gly Leu 


Gly 


Ala 


Lys 


Val 


Lys 


Leu 


Glu 


Glu 


Lys 


Gin 


His 


His 


Pro 


Cys 










85 










90 










95 




Gin 


Lys 


Cys 


Pro 


Arg 


Val 


Phe 


Asn Asn Arg 


Trp 


Tyr 


Leu 


Glu 


Lys 


His 








100 










105 










110 






Met 


Asn 


Val 


Thr 


His 


Ser 


Arg 


Met 


Gin 


He 


Cys 


Asp 


Gin 


Cys 


Gly 


Lys 






115 










120 










125 








Arg 


Phe 


Leu 


Leu 


Glu 


Ser 


Glu 


Leu 


Leu 


Leu 


His 


Arg 


Gin 


Thr 


Asp 


Cys 




130 










135 










140 










Glu Arg 


Asn 


He 


Gin 


Cys 


Val 


Thr 


Cys 


Gly 


Lys 


Ala 


Phe 


Lys 


Lys 


Leu 


145 










150 










155 










160 


Trp 


Ser 


Leu 


His 


Glu 


His 


Asn 


Lys 


He 


Val 


His 


Gly 


Tyr 


Ala 


Glu 


Lys 










165 










170 










175 




Lys 


Phe 


Ser 


Cys 


Glu 


He 


Cys 


Glu 


Lys 


Lys 


Phe 


Tyr 


Thr 


Met 


Ala 


His 








180 










185 










190 






Val 


Arg 


Lys 


His 


Met 


val 


Ala 


His 


Thr 


Lys 


Asp 


Met 


Pro 


Phe 


Thr 


Cys 






195 










200 










205 








Glu 


Thr 


Cys 


Gly 


Lys 


Ser 


Phe 


Lys 


Arg 


Ser 


Met 


Ser 


Leu 


Lys 


Val 


His 




210 










215 










220 










Ser 


Leu 


Gin 


His 


Ser Gly 


Glu 


Lys 


Pro 


Phe 


Arg 


Cys 


Glu 


Asn 


Cys 


Asp 


225 










230 










235 










240 


Glu 


Arg 


Phe 


Gin 


Tyr 


Lys 


Tyr Gin Leu Arg 


Ser 


His 


Met 


Ser 


He 


His 










245 










250 










255 




He 


Gly 


His 


Lys 


Gin 


Phe 


Met 


Cys 


Gin 


Trp 


Cys 


Gly 


Lys 


Asp 


Phe 


Asn 








260 










265 










270 






Met 


Lys 


Gin 


Tyr 


Phe 


Asp 


Glu 


His 


Met 


Lys 


Thr 


His 


Thr 


Gly 


Glu 


Lys 






275 










280 










285 








Pro 


Phe 


He 


Cys 


Glu 


He 


Cys 


Gly Lys 


Ser 


Phe 


Thr 


Ser 


Arg 


Pro 


Asn 




290 










295 










300 










Met 


Lys 


Arg 


His 


Arg 


Arg 


Thr 


His 


Thr Gly 


Glu 


Lys 


Pro 


Tyr 


Pro 


Cys 
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tggggaggcg cagcctagac ccaattgctt 
2460 

ccttttttgt tgtcatttaa tgtctttatt 
2520 

taagctacat gtttcctagt taagctcttt 
2580 

tactctttgc accttaaacc cccaccactc 
2640 

gagtgggaag aggcttgggc cccgggggaa 
2700 

atgaggccca tggcactggg gcagggagct 
2760 

actttattct gtacagattt gggcaggccc 
2820 

tccaagccac accaccctgg ttgttctctg 
2880 

ttgcccaatt gatgttggag ctgtagacgt 
2940 

gagaaggttc gcccctcccc gaggaagaag 
3000 

ggggactcca ggctcctgct ttactgtagc 
. 3060 

gggcttccgt gatgtcctca gggtcccccc 
3120 

cagtgcctgg cagctctttg gagctggctc 
3180 

agtgggctgt aggcagggtc ctccatgggt 
3240 

cccacaggca ctggtggtgt catcacctgc 
3300 

tggccgtggc caggctgaga cctgtcaggc 
3360 

gtggggagct ggcaatgaaa ccctgtcctg 
3420 

ccctctggga tcaggtgagg ggtccagaca 
3480 

acggtcacgg gagctctagg tgggcacaac 
3540 

ctggggatag gagcctgtgt ccctggtgct 
3600 

tgggggctcc tttccggcca gaccacaagg 
3660 

cagtatggat aggggttcct gttttactag 
3720 

acacaaaaaa acaatgtgcc cccagatgtc 
3780 

tttccagggc tgggggaagg gggacgcagg 
3840 s 

tcccaccgtc catctggact tctcagcctg 
3900 

tctgccccct ccccggctcc ttggggctct 
3960 

tagagtgatg aactcaagcc ctgtggccac 
4020 



gcccccatga ggctagcact aataggaaac 
cctgccttta atatggggag gaaggttcca 
cctattgtgt ttatacagtt ttgtttgtta 
cccgacacta ttgccttccc agcatggctg 
tggttagggg gactgaaccc ctctgacctt 
ggggacattt taatcatcaa taaacgaagc 
aaggtgcccg agtgatctga ggatttataa 
ggcttggagg gtacagtgcc agcagcttcc 
acgctcaggc gctcctgctg tcctggggga 
gcttctggtc aggaccccca ccccaaggct 
tctttttctt ccttgcactc cttgatcttt 
ctccctgttg ctatttttaa tctctagtcc 
acattttccc aaaaaaagtt gatctctccc 
ttccaacccc catcactggc accaggatct 
tggccccact acagcctgag taggcctgag 
catactgaca agcagaggtc agagacactg 
ggacatgggt ttcatgttct tgtacacttc 
gctgaccaga cagcttgaca gctggtcaag 
caacccctct cctgggaggc ccctgcccca 
aagcactctc ttcacttggg ccattgttgg 
ccagaagcaa taatggcacc tcagcagttc 
cttttacatc tttttattta aaacaaaaca 
agaatgaggc gactagggca ccatactcac 
atcatcccct cccaaggaga tctgtggggg 
tttggctaga actcaggcct ggagtctggg 
ctggtctcag gccagctggc gatgggtggc 
agttctggga gccttcaacc ctggctcatg 
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cagttcatgt gccagtggtg tggcaaggat ttcaacatga agcagtactt cgacgaa'cac 
840 

atgaaaacac acactggaga gaaacccttt atctgtgaaa tctgtggcaa aagcttcacc 
900 

agccgcccca acatgaagag acaccgcaga actcacacag gcgagaagcc ctatccatgt 
960 

gatgtgtgtg gccagcggtt ccgcttctcg aacatgctca aggcccacaa ggagaagtgc 
1020 

ttccgcgtca gccacaccct ggccggcgac ggcgtccccg ctgccccagg cctgccccca 
1080 . 

acccagcccc aggcgcacgc actgcccctg ctcccggggc tgccccagac cctgccgccc 
1140 

ccgccccacc tgccgccccc gcctccgctc ttccccacca ctgccagccc cggcgggagg 
1200 

atgaacgcca acaactagct gccgagctgc acccgtgcac ccgctggggc ctggagtcag 
1260 

ggcccactcc aggagggacc cactgccttc ccggggagca cagtagtgcg ggcctgggcc 
1320 

ctgctccacc tccagaagtg gctggatgta ccctgcctga ggccccgacg aggaggggta 
1380 

tgcaggctgg caggccccag agctggtgga gggcatctca ctcccaagtg cccccccttt 
1440 

ctgtgactcc ttgaagcctt tacttttttt ttttttttgg aagtgaagga aaaagaaact 
1500 

atttacagca ctcccctcca ggtgaggggg gtgctggggg tctgcagcag aaagaaaggg. 
1560 

gcctgggcag caggtgtggc cagtccctct gccaaggcct gtgccagagg ggttggccag 
1620 

ttggagcctg ggtcagcctc agcagcctat ccccatgtcc tctatgcccc taatttgctt 
1680 

cctcatcttg gagggtttgg ggagaagttg gcgtgccacc cccacaaccc ctgaggaggt 
1740 

gtagacccag tctgagagcc gcaagcabtg aggcagggcc tgagactgga cctgggtgag 
1800 

cgtggggggt -ggagggtggc gaggtgcgga gactgcagac cagtgcttca ctgtgtggag. 
1860 

tggggcaggc aggggctgga ccccagggac ttgccttccc cacccactct gctgccagca 
1920 

ggcccaggga tccctgacct gcaccaggtg gcaccaaggg tcctgagtcc tggagatgtc 
1980 

cccagaagct gctgtgcctc acagcgctgt gagccagacc ctccttgggc agacaggctg 
2040 

actggcagca ccagctttgg gggcagagtc ctaggatgag gcttgggcag tgctggtagg 
2100 

gtttcaaggt gctattagtg gggcaggggc agggcggctg ctcacagagc accccagttc 
2160 

ctcaccagct actctggcca tatatcccac accagaagga acaagtgtgg ctgtgtccat 
2220 

ctctgctccc ccaaaggccc gctctaggcc ttatcctccc tctaggtcct gccacaacct 
2280 

gtccctggct ggctccagcg tcctcgtccc tcctgggcct gtgcaccggt gggtggggcg 
2340 

cccatagcac tgccggtaaa ggagcctgca tgttcaggcc cctcggggga ttggggggac 
24 00 
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<400> 4408 

Arg Met Phe Asp Val Gly Gly Gin Arg Ser Glu Arg Lys Lys Trp He 

1 5 10 . 15 

His Cys Phe Glu Gly Val Thr Cys He He Phe Cys Ala Ala Leu Ser 

20 25 30 

Ala Tyr Asp Met Val Leu Val Glu Asp Glu Glu Val Asn Arg Met His 

35 40 45 . 

Glu Ser Leu His Leu Phe Asn Ser He Cys Asn His Lys Tyr Phe Ser 

50 - 55 60 

Thr Thr Ser He Val Leu Phe Leu Asn Lys Lys Asp He Phe Gin Glu 
65 70 75 80 

Lys Val Thr Lys Val His Leu Ser He Cys Phe Pro Glu Tyr Thr Gly 

85 90 95 

Pro Asn Thr. Phe Glu Asp Ala Gly Asn Tyr He Lys Asn Gin Phe Leu 

100 105 HO 

Asp Leu Asn Leu Lys Lys Glu Asp Lys Glu lie Tyr Ser His Met Thr 

115 120 125 

Cys Ala Thr Asp Thr Gin Asn Val Lys Phe Val Phe Asp Ala Val Thr 

130 135 140 

Asp He He He Lys Glu Asn Leu Lys Asp Cys Gly Leu Phe 
145 150 155 

<210> 4409 

<211> 4217 

<212> DNA 

<213> Homo sapiens 



<400> 4409 

gagagctctg aggaggagga gggggaggag 
60 

ggaagccgaa gcagccgggc agacccccct 
120 

gagaacgccc ggcgccgggg tacccctgaa 
180 

aggccaaagc caccccctgg agtggcctct 
240 

gggctggggg ccaaggtgaa gctggaggag 
300 

cgagttttca acaaccgctg gtacctggag 
360 

cagatctgcg accagtgcgg caagcgcttc 
420 

cagacagact gcgagcgcaa catccagtgt 
480 

tggtccctcc atgagcataa caagattgtg 
540 

gagatctgtg agaagaagtt ctacaccatg 
600 

accaaggaca tgcccttcac ctgcgagacc 
660 

ctcaaggtgc actccttgca gcattctgga 
720 

gaaaggtttc agtacaagta ccagctacgc 
780 



gggg a gg ct g ggggcaagca ggggccacgg 

ccccacagtc acatggccac acggtcccgg 

i 

cctgaagaag ctgggcggcg gggtgggaag 
gcatcggccc gagggccgcc agccactgat 
aagcagcacc atccatgcca gaagtgccca 
aaacacatga atgtgaccca cagccgcatg 
ctgctggaga gcgagctgct gctgcacagg 
gtgacatgtg gcaaagcttt caagaagctt 
cacggctacg cagagaagaa gttctcatgc 
gcccacgtgc gtaagcacat ggttgcccac 
tgcggaaagt ccttcaaacg cagtatgtca 
gagaagccct ttagatgcga gaactgtgac 
tcccacatga gcattcatat tgggcacaaa 

3598 



WO 00/58473 PCT/US00/08621 



85 '90 95 

Glu He Phe Ala Lys Val Ser Lys Gin Arg Gin Asn Ser He Arg Thr 

100 105 HO 

Asn' Ala He Thr Leu Gly Ser Ala Gin Ala Gly Gin Glu Pro Gly Pro 

115 120 125 

Gly Glu Lys Arg Ala Cys Cys He Ser Leu 
130 135 

<210> 4407 

<211> 974 

<212> DNA 

<213> Homo sapiens 

<400> 4407 

ctgtggctaa tgaatgtttt accaaaactc taaactcttt taaacttccc agtttctcaa 
60 

agtcagtgtg taaattattt tattctagtt tgcacggaga caattttaaa agactgtttt 
120 

ttctctgtag tccttgagca gccatttgac caaataaatt taattttata atcaataaaa 
180 

gtcaaaagaa taccttttga agatagggga tcacccattt atacctctaa atgttaacct 
240 

caatgcacat tttggaggat atttgcaaga tttattattc atttgatgtt ttcttaaagg 
300 

atgtttgatg taggtggaca gagatctgag agaaagaagt ggattcactg ctttgaagga 
360 

gttacatgca ttatattttg tgctgcactt agtgcctatg acatggtcct cgtggaagac 
420 

gaagaagtga atagaatgca tgaaagcctt cacctgttca acagtatctg taatcacaag 
480 ( 
tatttttcaa caacctccat tgtcctgttc ctcaacaaaa aagatatctt tcaagaaaag 
540 

gtaaccaagg tgcatcttag tatctgcttt ccagaataca ctgggccaaa tacatttgaa 
600 

gatgcaggaa actacatcaa gaaccagttt ctagacctga atttaaaaaa agaagataag 
660 

gaaatttatt cccacatgac ctgtgctact gacacccaaa atgtcaagtt tgtgtttgac 
720 

gcagttacag atataataat caaagagaat ctaaaagact gtgggctttt ctaatcaact 
780 

attttctctt ccactcttgc tcatgtatgc ttttcaaaat ataaaagaaa aggtgctgta 
840 

tgacgtgttt agtttgaata gacattaact tatctagaca tataactagc attgtaaagc 
900 

aaaaagtttt cccacaaaaa tatttatgtg ttatcatcta tatctggata agtttaaatt 
960 

tctttggaac atgg 
974 

<210> 4408 
<211> 158 
<212> PRT 

<213> Homo sapiens 
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<212> DNA 

<213> Homo sapiens 

<400> 4405 _ 
ngcttcctta cagcaccccc acctgccaga gctgatcctc cctaggccct gcctaacctt 

gagttggccc ccaatccctc tggctgcaga agtcccctta cccccaatga gaggaggggc 

aggaccagat cttttgagag ctgagggttg agggcattga gccaacacac agatttgtcg 

180 - _ 

cctctgtccc cgaagacacc tgcaccctcc atgcggagcc aagatgggga atggaactga 

ggaagattat aactttgtct tcaagggtac tatcgtggtg cagtgggggc cctcctggtg 

tttgacctaa ccaagcacca gacctatgct gtggtggagc gatggctgaa ggagctctat 
360 

gaccatgctg aagccacgat cgtcgtcatg ctcgtgggta acaaaagtga cctcagccag 

gcccgggaag tgcccactga ggaggcccga atgttcgctg aaaacaatgg actgctcttc 
480 

ctggagacct cagccctgga ctctaccaat gttgagctag cctttgagac tgtcctgaaa 

gaaatctttg cgaaggtgtc caagcagaga cagaacagca tccggaccaa tgccatcact 
600 

ctgggcagtg cccaggctgg acaggagcct ggccctgggg agaagagggc ctgttgcatc 
agcctctgac cttggccagc accacctgcc cccactggct ttttggtgcc ccttgtcccc 
acttcagccc caggaccttt ccttgccctt tggttccaga tatcagactg ttccctgttc 

780 

acagcaccct cagggtctta aggtcttcat gccctatcac aaatacctct tttatctgtc 
840 

cacccctcac agactaggac cctcaaataa agctgtttta tatcaaaaaa aaaaaaaaaa 
900 

aaaaaaaaaa aaaaaaaa 
918 

<210> 4406 

<211> 138 

<212> PRT 

<213> Homo sapiens 

<400> 4406 

Leu Cys Leu Gin Gly Tyr Tyr Arg Gly Ala Val Gly Ala Leu Leu Val 

1 5 10 15 

Phe Asp Leu Thr Lys His Gin Thr Tyr Ala Val Val Glu Arg Trp Leu 

20 25 3° 

Lys Glu Leu Tyr Asp His Ala Glu Ala Thr He Val Val Met Leu Val 

35 40 45 

Gly Asn Lys Ser Asp Leu Ser Gin Ala Arg Glu Val Pro Thr Glu Glu 

50 55 60 

Ala Ara Met Phe Ala Glu Asn Asn Gly Leu Leu Phe Leu Glu Thr Ser 
65 70 75 80 

Ala Leu Asp Ser Thr Asn Val Glu Leu Ala Phe Glu Thr Val Leu Lys 
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370 375 380 

Asp Asp Glu Glu Leu Arg His Arg He Arg Gin Lys Gin Glu Ala Phe 
385 390 395 400 

Trp Arg Lys Glu Lys Glu Gin Gin Leu Leu His Asp Lys Gin Met Glu - 

405 410 415 

Glu Glu Lys Gin Gin Thr Glu Arg Val Thr Lys' Glu Met Asn Glu Phe 

420 425 430 

lie His Lys Glu Gin Asn Ser Leu Ser Leu Leu Glu Ala Arg Glu Ala 

435 440 445 

Asp Gly Asp Val Val Asn Glu Lys Lys Arg Thr Pro Asn Glu Thr Thr 

450 455 460 

Ser Val Leu Glu Pro Lys Lys Glu His Lys Glu Lys Glu Lys Gin Gly 
465 470 475 480 

Arg Ser Arg Ser Gly Ser Ser Ser Ser Gly Ser Ser Ser Ser Asn Ser 

485 490 495 

Arg Thr Ser Ser Thr Ser Ser Thr Val Ser Ser Ser Ser Tyr Ser Ser 

500 505 510 

Ser Ser Gly Ser Ser Arg Thr Ser Ser Arg Ser Ser Ser Pro Lys Arg 

515 520 525 

Lys Lys Arg His Ser Arg Ser Arg Ser Pro Thr He Lys Ala Arg Arg 

530 ^ 535 540 

Ser Arg Ser Arg Ser Tyr Ser Arg Arg He Lys He Glu Ser Asn Arg 
545 ' 550 555 560 

Ala Arg Val Lys He Arg Asp Arg Arg Arg Ser Asn Arg Asn Ser He 

565 570 575 

Glu Arg Glu Arg Arg Arg Asn Arg Ser Pro Ser Arg Glu Arg Arg Arg 

580 585 590 

Ser Arg Ser Arg Ser Arg Asp Arg Arg Thr Asn Arg Ala Ser Arg Ser 

595 600 605 

Arg Ser Arg Asp Arg Arg Lys He Asp Asp Gin Arg Gly Asn Leu Ser 

610 615 620 

Gly Asn Ser His Lys His Lys Gly Glu Ala Lys Glu Gin Glu Arg Lys 
625 630 635 640 

Lys Glu Arg Ser Arg Ser He Asp Lys Asp Arg . Lys Lys Lys Asp Lys 

645 650 655 

Glu Arg Glu Arg Glu Gin Asp Lys Arg Lys Glu Lys Gin Lys Arg Glu 

660 665 670 

Glu Lys Asp Phe Lys Phe Ser Ser Gin Asp Asp Arg Leu Lys Arg Lys 

675 680 685 

Arg Glu Ser Glu Arg Thr Phe Ser Arg Ser Gly Ser He Ser Val Lys 

690 695 700 

He He Arg His Asp Ser Arg Gin Asp Ser Lys Lys Ser Thr Thr Lys 
705 710 715 720 

Asp Ser Lys Lys His Ser Gly Ser Asp Ser Ser Gly Arg Ser Ser Ser 

725 730 735 

Glu Ser Pro Gly Ser Ser Lys Glu Lys Lys Ala Lys Lys Pro Lys His 

740 745 750 

Ser Arg Ser Arg Ser Val Glu Lys Ser Gin Arg Ser Gly Lys Lys Ala 

755 760 765 

Ser Arg Lys His Lys Ser Lys Ser Arg Ser Arg 
770 775 



<210> 4405 
<211> 918 
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<210> 4404 
<211> 779 
<212> PRT 

<213> Homo sapiens 
<400> 4404 

Xaa He Gin Ala He Leu He Gly Leu His Trp Pro Lys Leu Gly Leu 

1.5 10 15 

Pro Thr Arg Glu Ala Ser Gly Gin Gin Ser Met Val Glu Gin Pro Pro 

20 25 .30 

Gly Met Met Pro Asn Gly Gin Asp Met Ser Thr Met Glu Ser Gly Pro 

35 40 45 

Asn Asn His Gly Asn Phe Gin Gly Asp Ser Asn Phe Asn Arg Met Trp 

50 55 60 

Gin Pro Glu Trp Gly Met His Gin Gin Pro Pro His Pro Pro Pro Asp 
65 70 75 80 

Gin Pro Trp Met Pro Pro Thr Pro Gly Pro Met Asp He Val Pro Pro 

85 90 95 

Ser Glu Asp Ser Asn Ser Gin Asp Ser Gly Glu Phe Ala Pro Asp Asn 

100 105 HO 

Arg His He Phe Asn Gin Asn Asn His Asn Phe Gly Gly Pro Pro Asp 

115- 120 125 

Asn Phe Ala Val Gly Pro Val Asn Gin Phe Asp Tyr Gin His Gly Ala 

130 135 ' 140 

Ala Phe Gly Pro Pro Gin Gly Gly. Phe His Pro Pro Tyr Trp, Gin Pro 
145 .150 155 160 

Gly Pro Pro Gly Pro Pro Ala Pro Pro Gin Asn Arg Arg Glu Arg Pro 

165 170 175 

Ser Ser Phe Arg Asp Arg Gin Arg Ser Pro He Ala Leu Pro Val Lys 

180 185 . 190 

Gin Glu Pro Pro Gin He Asp Ala Val Lys Arg Arg Thr Leu Pro Ala 

195 200 205 

Trp He Arg Glu Gly Leu Glu Lys Met Glu Arg Glu Lys Gin Lys Lys 

210 215 220 

Leu Glu Lys Glu Arg Met Glu Gin Gin Arg Ser Gin Leu Ser Lys Lys 
225 230 235 240 

Lys Lys Lys Ala Thr Glu Asp Ala Glu Gly Gly Asp Gly Pro Arg Leu 

245 250 255 

Pro Gin Arg Ser Lys Phe Asp Ser Asp Glu Glu Glu Glu Asp Thr Glu 

260 265 270 

Asn Val Glu Ala Ala Ser Ser Gly Lys Val Thr Arg Ser Pro Ser Pro 

275 280 285 

Val Pro Gin Glu Glu His Ser Asp Pro Glu Met Thr Glu Glu Glu Lys 

290 295 300 

Glu Tyr Gin Met Met Leu Leu Thr Lys Met Leu Leu Thr Glu He Leu 
305 310 315 320 

Leu Asp Val Thr Asp Glu Glu He Tyr Tyr Val Ala Lys Asp Ala His 

325 330 335 

Arg Lys Ala Thr Lys Ala Pro Ala Lys Gin Leu Ala Gin Ser Ser Ala 

340 345 350 

Leu Ala Ser Leu Thr Gly Leu Gly Gly Leu Gly Gly Tyr Gly Ser Gly 

355 360 365 

Asp Ser Glu Asp Glu Arg Ser Asp Arg Gly Ser Glu Ser Ser Asp Thr 
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ttccatgagt tttaagggct tgtctcatta 
2700 

ccagaatctt tttttttttt aatctgtaaa 
2760 

ttacttaata ggatttcttt gtattacgtt 
2820 

tataaacatg ccattctctt tcagctgtaa 
. 2880 

gatgtcaata aagctcttta gttcattttt 
2940 

ttaatctaag gaacgtactt ttataaaaag 
3000 

aggtaccttc tctcacctcc cccaaagaaa 
3060 

tgtaaattgt acccatggac ttttgccaga 
3120 

gaaatagacc tttacttttc atttggaagt 
3180 

ttttggggat tttcaagtaa tatattctct 
3240 

aatgaaattg ctggaatcaa tcaagccagt 
3300 

tgtgtttgac agtaatagtc aagtctggaa 
3360 

agaagcattt tgaaacactt tttggggtta 
3420 

atttatattt ttaaagtata atatgacctc 
3480 

gtt'tgtgtca atttcatgac attaaaattg 
3540 

ttagtgagtg gtctaacagt ttaaggcatt 
3600 

agcattttaa ctcagttgct ttagggtcca 
3660 

aatgaatctc tgaaaacaaa tgcttttaca 
3720 

cacagaaaag ttttaaagta tgccttctta 
3780 

agatttttgc caagatcagt gtttcctcaa 
3840 

gctcttgtac ctctacatag attattatat 
3900 

gaaataaatc aactgtgaat aaatgcatgt 
3960 

gttctgatat ttataaagat gacatttcac 
4020 

tatagtttag acatcgatca catctggaga 
* 4080 

ggcgagctaa cacagtgtac ctaattgcag 
4140 

tgtataacat tttcatatct taaaatgttt 
4200 

aaaataaaat tctacagaaa aaaaaaaaaa 
4237 



tagaggcaca ttgtggctgt gtaggtgaaa 
taggtgtact ttttccaatg ctgctccaag 
tttttcaaaa aatatagtgc ataataagac 
tgttcttaaa attattcttg aatgtactgt 
gttaaactct tgcaccttaa ttttatggtt 
gcagctggaa ttttgtataa caggttttaa 
atggttttta -cttaatagtt tgtcaaagtt 
ttccaacttt aagggtatga aagagggcta 
atttgacaac tttctaaact tttcttccta 
gtgtgtataa cgtgtggttc actcctgtaa 
gcaccagtag agttatttgt aaggaacgat 
ctatattcta cagtcaccca cttctgtttt 
tagaaataag actcatgatt atatatattt 
aaatcaatgg aggaatgctg tattatgcag 
tctgattttg tccgtttctt aaaattatga 
gataacttac aagtagagtg gggctctcaa 
tttttttatg taatcactta ctcagtgata 
ttttaattta aaaagaaaac aggtgcaggc 
ccagcaatag ttcattttaa aaatcatgcc 
catgaagata gaaatagatt tgtatagtgt 
aattttgagc agttacacat ttatctaaag 
ttaccaaaat ggctgtttac agtgcattta 
agaataactt taaaatagtt tgaaattcta 
caaaataaaa tgtgcaatat tttttatgta 
aattatctga ttaatttgta atagataagt 
tttagatcaa tcttgaagtg aaatattttc 
aaaaaaa 



3593 



WO 00/58473 PCT/US00/08621 



aaagctcctg caaaacagct ggcacagtcc agtgcactgg cttccctcac tggactcggt 
ggaccgggtg gttatggatc aggagacagt gaagatgaga ggagtgacag aggatctgag 
watctgaca ctgatgatga agaattacgg catcgaatcc ggcaaaaaca ggaagctttt 
tggagaaaag aaaaagaaca gcagctatta catgataaac agatggaaga agaaaagcag 
caaacagaaa gggttacaaa agagatgaat gaatttatcc ataaagagca aaatagttta 
icactactag aagcaagaga agcagacggt gatgtggtta atgaaaagaa gagaactcca 
aatgaaacca catcagtttt agaaccaaaa aaagagcata aagaaaaaga aaaacaagga 
aggagtaggt cgggaagttc tagtagtggt agttccagta gcaatagcag aactagtagt 
actagtagta ctgtotctag ctcttcatac agttctagct caggtagtag tcgtacttct 
tctcggtctt cctctcctaa aaggaaaaag agacacagta ggagtagatc tccaacaatc 
aaagctagac gtagcaggag cagaagctat tctcgcagaa ttaaaataga gagcaatagg 
gctagggtaa agattagaga tagaaggaga tctaatagaa atagcattga aagagaaaga 
cgacgaaatc ggagtccttc ccgagagaga cgtagaagta gaagtcgctc aagggataga 
cgaaccaatc gtgccagtcg cagtaggagt cgagataggc gtaaaattga tgatcaacgt 
ggaaatctta gtgggaacag tcataagcat aaaggtgagg ctaaagaaca agagaggaaa 
aaggagagga gtcgaagtat agataaagat aggaaaaaga aagacaaaga aagggaacgt 
gaacaggata aaagaaaaga gaaacaaaaa agggaagaaa aagattttaa gttcagtagt 
caggatgata gattaaaaag gaaacgagaa agtgaaagaa cattttctag gagtggttct 
' atatctgtta aaatcataag acatgattct agacaggata gtaagaaaag tactaccaaa 

gatagtaaaa aacattcagg ctctgattct agtggaagga gcagttctga gtctccagga 

2220 

agtagcaaag aaaagaaggc taagaagcct aaacatagtc gatcgcgatc cgtggagaaa 

2280 

tctcaaaggt ctggtaagaa ggcaagccgc aaacacaagt ctaagtcccg atcaaggtag 

tatacttttt aaagtatttt gtctgatttt taaaaaaaat tgactgaatt tattcaaagt 

^gaaagtgtc ctttctctct ctctttaata aactcagttt ggtacttgat aaataatcat 

agtcttaaat gttagaaatc ctatataata ttatttattt aaaattgcag atttttaatt 

"aaatacat ttttattttt aaattttgtc ttttcccttt tttttcagat caacaacccc 

tccccgtcgt aaacgctgag gaatgatgtg gcaagaatgc catgatgttc tttaaaaaaa 
2640 
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Pro 
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Leu 


Ala 


Ala 


Phe 


Ser 


Ala 


Ser 


Lys 


Ala 


Tyr 




210 










215 










220 










Leu 


Asp 


His 


Phe 


Ser 


Arg 


Ala 


Leu 


Gin 


Tyr 


Glu 


Tyr 


Ala 


Ser 


Lys 


Gly 


225 








230 










235 










240 


lie 


Phe 


Val 


Gin 


Ser 


Leu 


Xaa 


Pro 


Phe 


Tyr 


Val 


Ala 











245 250 

<210> 4403 
<211> 4237 
<212> DNA 

<213> Homo sapiens 
<400> 4403 

nggatccaag ccatattgat tgggctgcat tggcccaagc ttggattgcc cacaagagaa 
60 

gcttcaggac agcaaagcat ggtagaacaa ccaccaggaa tgatgccaaa tggacaagat 
120 

atgtctacaa tggaatctgg tccaaacaat catgggaatt tccaagggga ttcaaacttc 
180 

aacagaatgt ggcaaccaga atggggaatg catcagcaac ccccacaccc ccctccagat 
240 

cagccatgga tgccaccaac accaggccca atggacattg ttcctccttc tgaagacagc 
300 

aacagtcagg acagtgggga atttgcccct gacaacaggc atatatttaa ccagaacaat 

360 1 
cacaactttg gtggaccacc cgataatttt gcagtggggc cagtgaacca gtttgactat 

420 

cagcatgggg ctgcttttgg tccaccgcaa ggtggatttc atcctcctta ttggcaacca 
480 

ggacctccag gacctccagc acctccccag aatcgaagag aaaggccatc atcattcagg 
. 540 

gatcgtcagc gttcacctat tgcacttcct gtgaagcagg agcctccaca aattgacgca 

600 ( 

gtaaaacgca ggactcttcc cgcttggatt cgcgaaggtc ttgaaaaaat ggaacgtgaa 

660 

aagcagaaga aattggagaa agaaagaatg gaacaacaac gttcacaatt gtccaaaaaa 
720 

aaaaaaaagg ccacagaaga tgctgaagga ggggatggcc ctcgtttacc tcagagaagt 
780 

aaatttgata gtgatgagga agaagaagac actgaaaatg ttgaggctgc aagtagtggg 
840 

aaagtcacca gaagtccatc cccagttcct caagaagagc acagtgaccc tgagatgact 
900 

gaagaggaga aagagtatca aatgatgttg ctgacaaaaa tgcttctaac agaaattctg 
960 

ctggatgtca cagatgaaga aatttattac gtagccaaag atgcacaccg caaagcaacg 
1020 
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cctgcagatt ggccttaaga gaaggacgga gccacatact gctgacggcc cagaactggc 

agagagaagg ttgccatggc tgctgttgac agtttctacc tcttgtacag ggaaatcgcc 

aggtcttgca attgctatat ggaagctcta gctttggttg gagcctggta tacggccaga 

aaaagcatca ctgtcatctg tgacttttac agcctgatca ggctgcattt tatcccccgc 

c^ggggagca gagcagactt gatcaagcag tatggaagat gggccgttgt cagcggtgca 

acagatggga ttggaaaagc ctacgctgaa gagttagcaa gccgaggtct caatataatc 

ctgattagtc ggaacgagga gaagttgcag gttgttgcta aagacatagc- cgacacgtac 
720 

aaagtggaaa ctgatattat agttgcggac ttcagcagcg gtcgtgagat. ctaccttcca 
780 

attcgagaag ccctgaagga caaagacgtt ggcatcttgg taaataacgt gggtgtgttt 

tatccctacc cgcagtattt cactcagctg tccgaggaca agctctggga catcataaat 
'900 

gtgaacattg ccgccgctag tttgatggtc catgttgtgt taccgggaat ggtggagaga 

aagaaaggtg ccatcgtcac gatctcttct gggctcctgc tgcaacccac tcctcagctg 
1020 

gctgcatttt ctgcttctaa ggcttattta gaccacttca gcagagcctt gcaatatgaa 
1080 

tatgcctcta aaggaatctt tgtacagagt ctaatncctt tctatgtagc c 
1131 

<210> 4402 
<211> 252 
<212> PRT 

<213> Homo sapiens 
<400> 4402 

Met Ala Ala Val Asp Ser Phe Tyr Leu Leu Tyr Arg Glu He Ala Arg 

! 5 10 15 

Ser Cys Asn Cys Tyr Met Glu Ala Leu Ala Leu Val Gly Ala Trp Tyr 

20 25 30 

Thr Ala Arg Lys Ser lie Thr Val lie Cys Asp Phe Tyr Ser Leu He 

35 40 . 45 

Arq Leu His Phe He Pro Arg Leu Gly Ser Arg Ala Asp Leu He Lys 

50 55 .60 

Gin Tyr Gly Arg Trp Ala Val Val Ser Gly Ala Thr Asp Gly He Gly 
65 ™ 75 . 80 

Lys Ala Tyr Ala Glu Glu Leu Ala Ser Arg Gly Leu Asn He He Leu 

85 9° 95 

He Ser Arg Asn Glu Glu Lys Leu Gin Val Val Ala Lys Asp He Ala 

100 105 110 

Asp.Thr Tyr Lys Val Glu Thr Asp He He Val Ala Asp Phe Ser Ser 

H5 120 I 25 

Glv Arg Glu He Tyr Leu Pro lie Arg Glu Ala Leu Lys Asp Lys Asp 

130 135 14° 

Val Gly He Leu Val Asn Asn Val Gly Val Phe Tyr Pro Tyr Pro Gin 
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<211> 241 
<212> PRT 

<213> Homo sapiens 



<400> 4400 



Val 


His 


Arg 


He 


Lys 


Arg 


Glu 


Cys 


Glu 


Arg 


Asp 


He 


Arg 


Arg 


Leu 


Met 


1 








5 






f 




10 










15 




Asp 


Glu 


He 


Lys 


Gly Lys Asp 


Arg 


Val 


He 


Leu 


Ala 


Leu 


Glu 


Lys 


Glu 








20 










25 










30 






Leu Gly 


Val 


Gin 


Ala Gly Gin 


Thr 


Gin 


Lys 


Leu 


Leu 


Leu 


Gin 


Lys 


Glu 






35 










40 










45 








Ala 


Leu 


Asp 


Glu 


Gin 


Leu 


Val 


Gin 


Val 


Lys 


Glu 


Ala 


Glu 


Arg 


His 


His 




50 










55 










60 










Ser 


Ser 


Pro 


Lys 


Arg 


Glu 


Leu 


Pro 


Pro Gly 


lie Gly Asp 


Met 


Val 


Glu 


65 










70 










75 










80 


Leu 


Met 


Gly 


Val 


Gin 


Asp 


Gin 


His 


Met 


Asp Glu Arg Asp Val 


Arg Arg 










85 










90 










95 




Phe 


Gin 


Leu 


Lys 


He 


Ala 


Glu 


Leu 


Asn 


Ser 


Val 


lie 


Arg 


Lys 


Leu 


Glu 








100 










105 










110 






Asp 


Arg 


Asn 


Thr 


Leu 


Leu 


Ala 


Asp 


Glu 


Arg 


Asn 


Glu 


Leu 


Leu 


Lys 


Arg 






115 










120 










125 








Ser 


Arg 


Glu 


Thr 


Glu 


Val 


Gin 


Leu 


Lys 


Pro 


Leu 


Val 


Glu 


Lys 


Asn 


Lys 




130 










135 










140 










Arg 


Met 


Asn 


Lys 


Lys 


Asn 


Glu 


Asp 


Leu 


Leu 


Gin 


Ser 


He 


Gin Arg Met 


145 










150 










155 










160 


Glu 


Glu 


Lys 


He 


Lys 


Asn 


Leu 


Thr 


Arg 


Glu 


Asn 


Val 


Glu 


Met 


Lys 


Glu 










165 










170 














Lys 


Leu 


Ser 


Ala 


Gin 


Ala 


Ser 


Leu 


Lys 


Arg 


His 


Thr 


Ser 


Leu 


Asn 


Asp 








180 










185 










190 






Leu 


Ser 


Leu 


Thr 


Arg 


Asp 


Glu 


Gin 


Glu 


He 


Glu 


Phe 


Leu 


Arg 


Leu 


Gin 






195 










200 










205 








Val 


Leu 


Glu 


Gin 


Gin 


His 


Val 


He 


Asp Asp 


Leu 


Ser Leu Glu Arg 


Glu 




210 










215 










220 










Arg 


Leu 


Leu 


Arg 


Ser 


Lys 


Arg 


His 


Arg Gly Lys 


Ser 


Leu 


Lys 


Pro 


Pro 



225 230 235 240 

Lys 



<210> 4401 
<211> 1131 
<212> DNA 
<213> Homo 

<400> 4401 
nncccgggta 
60 

atgcccatga 
120 

agaaaggtga 
180 

aatcaaaggc 
240 

gctggattgt 
300 



sapiens 

aacctctcta 
tgatgtatca 
tccaaggaat 
atcgagaata 
gctaccgacg 



gcccattctc 
ttttatactt 
cacatgtgag 
tttttaaata 
ctcaatatcc 



aataaagatt 
actggaatcc 
aaaaacagtg 
ctaatgcctt 
atgcaccccg 



cacatagcta 
aagccaggct 
ctctagcaaa 
tttgctattt 
gatctggaag 



tagcacgact 
ggtttctaat 
gggatcctcg 
ccggggaaag 
actttgccgg 
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210 










215 










220 








Leu 
240 


Lys 
225 


Trp 


Leu 


Asp 


Phe Gly 
. 230 


Glu 


Val 


Ser 


Thr 


Gin 
235 


Glu 




Leu 


Lys 


He 


His 


Pro 


Thr 


Glu 


Asn 


He 


Thr 


rne 


His 


Ala 


Val 


Ser 


Ser 


Val 


Val 








245 










250 










255 




Asn 


Asn 


Ser 


Arg 


Asn 


Asn 


Thr 


Pro 


\j J.U 


Cys 


Leu 


Ala 


Pro 


Val 


ASD 


Leu 






260 










265 










270 






Val 


val 


Lys 


Lys 


Glu 


Leu 


Arg 


Ala 


Ser 


Gly 


Ser 


Ser 


Gin 


Arg 


Met 


Leu 






275 










280 










285 




Thr 




Gin 


Trp 


Leu 


Ala 


Thr 


Lys 


Ser 


Pro 


Lys 


Lys 


Glu 


Asp 


Ser 


Lys 


Pro 




290 










295 










300 








Gin 


Gin 


Lys 


Glu 


Glu 


Ser 


Asp 


Val 


Pro 


Gin 


Trp 


Ser 


Ser 


Gin 


Phe 


Leu 


305 








310 










315 










320 


Lys 


Ser 


Pro 


Leu 


Pro 


Thr 


Lys 


Arg 


Gly 


Thr Ala Gly 


Leu 


Leu 


Glu 


Gin 








325 










330 










335 




Trp 


Leu 


Lys 


Arg 


Glu 


Lys 


Glu 


Glu 


Glu 


Pro 


Val 


Ala 


Lys 


Arg 


Pro 


Tyr 






340 










345 










350 






Ser 


Gin 































<210> 4399 

<211> 723 

<212> DNA 

<213> Homo sapiens 

<400> 4399 

gtgcaccgca tcaagcgcga gtgcgagcgc gacatccgca ggctgatgga tgagatcaaa 
60 

gggaaagacc gtgtgattct ggccttggag aaggaacttg gcgtgcaggc tgggcagacc 
120 

cagaagctgc ttctgcagaa agaggctttg gatgagcagc tggttcaggt caaggaggcc 
180 

gagcggcacc acagtagtcc aaagagagag ctcccgcccg ggatcgggga catggtggag 
240 

ctcatgggcg tccaggatca acatatggac gagcgagatg tgaggcgatt tcaactaaaa 
300 

attgctgaac tgaattcagt gatacggaag ctggaagaca gaaatacgct gttggcagat 
360 

gagaggaatg aactgctgaa acgctcacga gagaccgagg ttcagctgaa gcccctggtg 
420 

gagaagaaca agcggatgaa caagaagaat gaggatctgt tgcagagtat ccagaggatg 
480 

gaggagaaaa tcaagaacct cacgcgggaa aacgtggaaa tgaaagaaaa gctgtcagcg 
540 

caggcgtctc tgaagcggca tacctccttg aatgacctca gcctgacgag ggatgagcag 
600 

gagatcgagt tcctgaggct gcaggtgctg gagcagcagc acgtcattga cgacctctca 
660 

ctggagagag aacggctgtt gcgctccaaa aggcatcgag ggaaaagtct gaaaccgccc 

720 

aag 

723 

<210> 4400 
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ttccgagatg accaggagga ctgggcggcg ccgagcccag aacgctcctg gcgcagcacc 
2040 

gttggcgttg gccgattgct gctggtgggg ggcgggggtg caggccccag tctctatgca 
2100 

aatcagggat cagaagatcg gaatttccac caatcagcgg gaagcctcgg ccctgtaact 
2160 

gctaatggga gacagcagcg ccacgccaca ggcttttccc ctggtttcgg gaggggtggg 
2220 

gagccaggtg gggctcccgc ccagaccctt tcccgaggtc cgccctctcc gccttttctc 
2280 

taaattcctc ttttgagtgc cctcccttcc ggttgagagg cgggggttgg cccgtagttg 
2340 

tacactcagt caccctgcac tgtggaggcg ggggcctccc ttgtggactg atttgcgtgg 
2400 

gatttggttg ttttattaag agatttaaaa aattcagatg acttactagt atgactgttt 
2460 

tgtcatattt gcttccaggt taataaatga caaaaatgaa aaaaaaaaaa aaaaaaaaaa 
2520 

aaaaaaaaaa aaaaaaaaaa aaa 
2543 

<210> 4398 

<211> 354 

<212> PRT 

<213> Homo sapiens 

<400> 4398 

Met Cys Gly Arg Thr Ser Cys His Leu Pro Arg Asp Val Leu Thr Arg 

x 5 10 15 

Ala Cys Ala Tyr Gin Asp Arg Arg Gly Gin Gin Arg Leu Pro Glu Trp 

20 25 30 

Arg Asp Pro Asp Lys Tyr Cys Pro Ser Tyr Asn Lys Ser Pro Gin Ser 

35 40 45 

Asn Ser Pro Val Leu Leu Ser Arg Leu His Phe Glu Lys Asp Ala Asp 

50 55 60 

Ser Ser Glu Arg He He Ala Pro Met Arg Trp Gly Leu Val Pro Ser 
65 70 75 80 

Trp Phe Lys Glu Ser Asp Pro Ser Lys Leu Gin Phe Asn Thr Thr Asn 

85 90 95 

Cys Arg Ser Asp Thr Val Met Glu Lys Arg Ser Phe Lys Val Pro Leu 

100 105 HO 

Gly Lys Gly Arg Arg Cys Val Val Leu Ala Asp Gly Phe Tyr Glu Trp 

115 120 125 

Gin Arg Cys Gin Gly Thr Asn Gin Arg Gin Pro Tyr Phe He Tyr Phe 

130 135 140 

Pro Gin He Lys Thr Glu Lys Ser Gly Ser He Gly Ala Ala Asp Ser 
145 150 155 160 

Pro Glu Asn Trp Glu Lys Val Trp Asp Asn Trp Arg Leu Leu Thr Met 

165 170 175 

Ala Gly He Phe Asp Cys Trp Glu Pro Pro Glu Gly Gly Asp Val Leu 

180 185 190 

Tyr Ser Tyr Thr He He Thr Val Asp Ser Cys Lys Gly Leu Ser Asp 

195 200 205 

He His His Arg Met Pro Ala He Leu Asp Gly Glu Glu Ala Val Ser 
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aactgtcgta gtgataccgt aatggagaaa cggtcattta aggtgcctct gggaaaggga 



420 



agacgctgtg tcgttttagc agatggattc tatgagtggc agcgatgtca gggaacaaac 



480 



cagaggcagc catacttcat ctattttcct caaatcaaga cagagaagtc aggtagcatt. 



540 



ggtgctgcag atagtcctga gaactgggag aaagtctggg acaactggag gctgctgaca 



600 



atggccggga tctttgactg ctgggagccc ccagagggag gagatgtcct gtattcctat 



660 



accatcatca cagtggattc ctgcaaaggc ttgagtgaca tccaccacag gatgcctgcc 



720 



atattagatg gagaggaggc agtttctaaa tggcttgact ttggtgaagt ctcaactcag 



780 



gaagctctga aattaatcca cccaacagag aacatcacct tccatgcagt ctcttctgtg 



840 



gtgaacaact cgcgaaacaa cactcctgag tgtctggctc ctgtcgactt ggtggtcaaa 



900 



aaggagctca gggcaagtgg cagtagccag aggatgttgc agtggttggc cacaaagtca 



960 



cccaaaaagg aagactcaaa aacacctcaa aaggaagagt cagatgttcc ccagtggtcc 



1020 



agtcagttcc tgcagaagag tccactcccc accaagagag gcactgcagg actcctagag 



1080 



caatggctga agcgggagaa ggaggaggaa cctgtggcca agcgtcctta cagccagtga 



1140 



cacaggactt tcagagacca aggccagggt ctgctgcact gctgttctga taataggttc 



1200 



ttaacattgt atgtatatgt gtttgctttg ggaggaggtg gcactgtgtt agttgacagt 



1260 



tgtgggctca tgtagtcttt tttgccatga gtaggagccc ctagtggggc tggtggacag 



1320 



ctttggaaga ggtgtcctgc tgctgttacc agccatgtgg gccccatagg ggcactgcgc 



1380 



ctgctgccct ttcctggcag ggctggtgga gtcttccctc aaagcatgcc ttacccagct 



1440 



gggaagtctc tgccctgatc tggtactcct tgtagtaagc tgttttctgc tcagccactg 



1500 



ggctctttca cttttttagt tcttaaaaat ttatttttaa gttctaaaat aaaataaaaa 



1560 



taagttctta aaatttattt ttttcctgaa taaattgtat ttggtaaact tctgcctaca 



1620 



ttttggaaag tgatgctggt ggggaaagtt ctagatctta cttggtttct tctagaatca 



1680 



gtcttcagga atggattttg tcacaaatgg ggcatggggg ctttctgagg aaataactac 



1740 



aagtcttggt ggtgggctcc ttattatgtt tctttttctt tcattcttga tacttggaag 



1800 



tcgtctgaat cctttagctt caaaccagcc tgagtttgag tgcttgccgt agcagaaact 



1860 



atccttacca caggtgggaa ggaaaggacc agtttctagc agtgtcgggc cactcctctt 



1920 



tcgaacatcc ctaagggagg cattcacaaa agctgtccca agcagctgga agaaaacagc 
1980 
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180 










185 








190 






Glu 


lie 


Arg 


Asp 


His 


Cys 


Ala 


Glu 


Arg 


Leu 


Arg Glu 


Ala Gly 


Val 


Ala 






195 










200 








205 








Asp 


Pro 


Arg 


He 


Phe 


Leu 


val 


Ser 


Asn 


Leu 


Ser Pro 


Ala 


Arg 


Tyr Asp 


210 










215' 








220 










IT IlC 


Pro 


Thr 


Leu 


Val 


Ser 


Thr 


Trp 


Glu 


His 


Asp Leu 


Pro 


Ser 


His 


Arg 


*} O C 










230 










235 








240 


Arg 


His 


Ala 


Gly Leu 


Leu 


Ser 


Leu 


Pro 


Asp 


He Ser 


Leu 


Glu 


Ala 


Leu 








245 










250 








255 




Gin 


Lys 


Lys 


Lys 
260 


Ala 


Met 


Leu 


Gin 


Glu 
265 


Gin 


Val Leu 


Lvs 


Thr 
270 


Ala 


Leu 


Val 


Leu Gly Val 


He 


Gin 


Ala 


Leu 


Pro 


Val 


Pro Gly 


Leu 


Ala 


Ala 


Ala 






275 










280 








285 








Tyr 


Asp 


Asp 


Ala 


Leu 


Leu 


He 


His 


Ser 


Leu Arg Gly 


Tyr 


His 


Arg 


Ser 




290 










295 








300 










Phe 


Gly 


Leu 


Asp 


Asp 


Asp 


Ser 


Leu 


Ala 


Lys 


Leu Ala 


Glu 


Gin 


Val Gly 


305 










310 










315 








320 


Lys 


Gin 


Ala 


Gly Asp 


Leu 


Arg 


Ser 


Val 


He 


Arg Ser 


Pro 


Leu 


Ala 


Asn 










325. 










330 








335 




Glu 


Val 


Ser 


Pro 
340 


Glu 


Thr 


Val 


Leu 


34 5 


Leu 


Tyr Ser 


Gin 


Ser 
350 


Ser 


Asp 


Gly Ala 


Met 


Arg 


Val 


Ala 


Arg 


Ala 


Phe 


Glu Arg Gly 


He 


Pro 


Val 


Phe 






355 










360 








365 








Gly Thr 


Leu 


Val 


Ala 


Gly Gly 


He 


Ser 


Phe 


Gly Ala 


val 


Tyr 


Thr 


Met 




370 










375 








380 










Leu Gin Gly Cys 


Leu 


Asn 


Glu 


Met 


Ala 


Glu 


Asp Ala 


Glri 


Arg 


Val 


Arg 


385 










390 










395 








400 


lie 


Lys 


Ala 


Leu 


Glu 
405 


Asp 


Asp 


Glu 


Pro 


Gin 
410 


Pro Glu 


Val 


Ser 


Leu 

415 


Glu 


Val 


Ala 


Ser 


Asp 


Asn 


Gly Val 


Glu 


Lys 


Gly Gly Ser 


Gly Glu Gly Gly 








420 










425 








430 






Gly Glu 


Glu 


Ala 


Pro 


Leu 


Ser 


Thr 


Cys 


Arg 


Lys Leu 


Gly 


Leu 


Leu 


Leu 






435 










440 








445 








Lys 


Tyr 
450 


He 


Leu 


Asp 


Ser 


Trp 
455 


Lys 


Lys 


His 


Asp Ser 
460 


Glu 


Glu 


Lys 





<210> 4397 

<211> 2543 

<212> DNA 

<213> Homo sapiens 

<400> 4397 

nccggccccc getcegggga gcagagtccg gagegggate cgcggcccac aggttgegag 
60 

gggcggtgtt gaagaatgtg tgggegaaca tcctgtcact tacctagaga tgttctcacg 
120 

agagcttgeg cctaccagga teggegggge cagcagcggc teceggagtg gagggaccct 
180 

gataagtact gcccctctta caacaagagt cctcaatcca acagcccagt gcttctgtct 
240 

cgactgcact ttgagaagga tgeagactea tetgagegta tcattgctcc catgegctgg 
300 

ggcttggtcc cttcttggtt caaagaaagt gatccttcca agetgeagtt caatactacc 
360 
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ctggccaacg aggtctcgcc tgagactgtc ctgcggctct attcccagtc gtccgacggc 

gccatgcggg tggcccgcgc ctttgagagg ggcatccctg tgtttgggac gctggtggct 

ggcggcatca gctttggcgc tgtctacacc atgctccagg gctgcctcaa cgagatggct 

gaggacgccc agcgtgtccg catcaaggcc ctggaggatg acgagccgca gccggaggtc 
1440 

agcttggaag tggccagtga caatggcgtg gaaaaggggg gctccgggga gggaggtggg 
1500 

gaggaagccc cactctcaac ctgcaggaag ctcggcctcc ttcttaagta cattctggac 
1560 

agctggaaga aacacgactc agaagagaaa taaagagtgc agccccgccc ccctgcctca 
1620 ■ 

cccacaaact aagtcttaac aaaatccaaa ttaccaacaa aaaaggccga tgtggtgaat 
1680 

gtgagggctg cagttgcctg gggggtgggt gtggagggag cctgtgtccc tggcaggcag 
1740 

gggagccggc gtcctgggca gggcaaagga gggggcactg gggaggggag gagggaggca 
1800 

ggtgggccca gggccaacag gggtgtagtg aaaggggaca ggagtgccct ggagagggag 
1860 

gttggagaca tggatggtgg gcccagggtt ccc 
1893 

<210> 4396 
<211> 463 
<212> PRT 

<213> Homo sapiens 

<400> 4396 ^ 
Met Ala Thr Ser Lys Leu Pro Val Val Pro Gly Glu Glu Glu Asn Thr 

1.5 10 15 

lie Leu Met Ala Lys Glu Arg Leu Glu Ala Leu Arg Thr Ala Phe Glu 

20 25 30 

Ser Gly Asp Leu Pro Gin Ala Ala Ser His Leu Gin Glu Leu Leu Ala 

35 40 45 

Ser Thr Glu Ser He Arg Leu Glu Val Gly Val Thr Gly Glu Ser Gly 

50 55 60 

Ala Gly Lys Ser Ser Leu He Asn Ala Leu Arg Gly Leu Glu Ala Glu 
65 70 75 80 

Asp Pro Gly Ala Ala Leu Thr Gly Val Met Glu Thr Thr Met Gin Pro 

85 90 95 

Ser Pro Tyr Pro His Pro Gin Phe Pro Asp Val Thr Leu Trp Asp Leu 

100 105 " HO 

Pro Gly Ala Gly Ser Pro Gly Cys Pro Ala Asp Lys Tyr Leu Lys Gin. 

115 120 I 25 

Val Asp Phe Ser Arg Tyr Asp Phe Phe Leu Leu Val Ser Pro Arg Arg 

130 135 140 

Cvs Gly Ala Val Glu Thr Arg Leu Ala Ala Glu He Leu Cys Gin Gly 
145 150 155 160 

Lys Lys Phe Tyr Phe Val Arg Thr Lys Val Asp Glu Asp Leu Ala Ala 

165 170 175 

Thr Arg Thr Gin Arg Pro Ser Gly Phe Arg Glu Ala Ala Val Leu Gin 
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370 375 380 

Leu Ser Asp Ala Ser His Leu Pro Lys Ala Gly Gly Val Phe Thr Pro 
385 390 395 400 

Gly Ala Ala Phe Ser Lys Thr Lys Leu- lie Asp Arg Leu Asn Lys His 

405 410 \ 415 

Gly He Glu Phe Ser Val He Ser Ser Ser Glu Val 
420 425 

<210> 4395 
<211> 1893 
<212> DNA 

<213> Homo sapiens 
<400> 4395 

natgtgtccc caattcttga aggaaaaaga gagctgtggg cttccagggc gactcccttc 
60 

acatccgtgg tatctgtctc tccctgcccc atgccaaggc ccaggaggtg tgaatggctc 
120 

ccttctcctc tgcaggcgct gaggatcacg catcctgtga ctctcccctg tcccccgcca 
180 

ccctctgaac cactggccac catggctact tcaaagttgc ccgtggtgcc tggggaggag 
240 

gaaaacacca tccttatggc caaggaaagg ctggaggccc tgcgcacagc ctttgagtcg 
300 

ggtgacctcc cccaggccgc ctctcacctc caggagctgc tggcctccac gcpaagcatc 
360 

cgcctggagg tgggcgtcac gggcgagtcg ggcgcgggca agtcctccct catcaatgcc 
420 

ctgcgtggcc tggaggccga ggaccctggc gcggctctca cgggcgtcat ggagaccacg 
480 

atgcaaccgt cgccctatcc acacccacag ttccctgacg tgaccctctg ggacctgcca 
540 i 

ggagccggct ctccaggctg ccctjgctgac aagtacctaa agcaggtaga cttcagccgc 
600 

tatgacttct tcctgctggt ctccccccgc cgctgcgggg ccgtcgagac ccgcctggcc 
660 

gctgagatcc tgtgccaggg caagaagttc tactttgtgc gcaccaaggt ggacgaggac 
720 

ctggcggcca cgcgcaccca gcggccgtcg ggcttcagag aggccgctgt cctgcaggag 
780 

atccgagacc actgtgccga gcggctgcgg gaggccggcg tggctgaccc tcgcatcttc 
840 

ctggtgtcca acctctcgcc ggcccgctac gactttccca cgctggtgtc cacctgggag 
900 

cacgacctgc cctcccaccg gcgccacgct ggcctgctgt cgctccccga catctcgctg 
960 

gaggccttgc agaagaagaa ggccatgctt caagagcaag tcctcaagac cgccctggtg 
1020 

ttgggcgtca tccaggccct gccggtccca gggctggcgg ccgcctacga tgatgcgttg 
1080 

ctcatccact cactgcgtgg ctaccaccgc agctttggtc tggacgacga ctcgctggcc 
1140 

aagctggccg agcaggtggg caaacaggca ggtgacctgc gctcggtcat ccgctcccca 
1200 
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<210> 4394 
<211> 428 
<212> PRT 

<213> Homo sapiens 
<400> 4394 

Met Ala Thr Glu Gin Arg Pro Phe His Leu Val Val Phe Gly Ala Ser 

1 5 10 ' IS 

Gly Phe Thr Gly Gin Phe Val Thr Glu Glu Val Ala Arg Glu Gin Val 

20 25 30 

Asp Pro Glu Arg Ser Ser Pro Ala Leu Gly Val Ala Gly Arg Ser Arg 

35 40 45 

Glu Lys Leu Gin Arg Val Leu Glu Lys Ala Ala Leu Lys Leu Gly Arg 

50 55 60 

Pro Thr Leu Ser Ser Glu Val Gly He He He Cys Asp He Ala Asn 
65 70 75 80 

Pro Ala Ser Leu Asp Glu Met Ala Lys Gin Ala Thr Val Val Leu Asn 

85 .90 95 

Cys Val Gly Pro Tyr Arg Phe Tyr Gly Glu Pro Val He Lys Ala Cys 

100 105 HO 

He Glu Asn Gly Ala Ser Cys He Asp He Ser Gly Glu Pro Gin Phe 

115 120 125 

Leu Glu Leu Met Gin Leu Lys Tyr His Glu Lys Ala Ala Asp Lys Gly 

130 135 140 

Val Tyr He He Gly Ser Ser Gly Phe Asp Ser He Pro Ala Asp Leu 
145 150 155 160 

Gly Val He Tyr Thr Arg Asn Lys Met Asn Gly Thr Leu Thr Ala Val 

165 170 . 175 

Glu Ser Phe Leu Thr He His Ser Gly Pro Glu Gly Leu Ser He His 

180 185 190 

Asp Gly Thr Trp Lys Ser Ala He Tyr Gly Phe Gly Asp Gin Ser Asn 

195 200 205 

Leu Arg Lys Leu Arg Asn Val Ser Asn Leu Lys Pro Val Pro Leu He 

210 215 220 

Gly Pro Lys Leu Lys Arg Arg Trp Pro He Ser Tyr Cys Arg Glu Leu 
225 230 235 240 

Lys Gly Tyr Ser lie Pro Phe Met Gly Ser Asp. Val Ser Val Val Arg 

245 250 255 

Arg Thr Gin Arg Tyr Leu Tyr Glu Asn Leu Glu Glu Ser Pro Val Gin 

260 265 270 

Tyr Ala Ala Tyr Val Thr Val Gly Gly He Thr Ser Val He Lys Leu 

275 280 285 

Met Phe Ala Gly Leu Phe Phe Leu Phe Phe Val Arg Phe Gly He Gly 

290 295 300 

Arg Gin Leu Leu He Lys Phe Pro Trp Phe Phe Ser Phe Gly Tyr Phe 
305 310 315 320 

Ser Lys Gin Gly Pro Thr Gin Lys Gin He Asp Ala Ala Ser Phe Thr 

325 330 335 

Leu Thr Phe Phe Gly Gin Gly Tyr Ser Gin Gly Thr Gly Thr Asp Lys 

340 345 350 

Asn Lys Pro Asn He Lys He Cys Thr Gin Val Lys Gly Pro Glu Ala 

355 360 365 

Gly Tyr Val Ala Thr Pro He Ala Met Val Gin Ala Ala Met Thr Leu 
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gaggggttga gcattcatga tggtacctgg aagtcagcaa tttatggttt tggagatcag 



660 



agtaatttga gaaaactaag aaatgtatca aatctgaaac ctgtcccgct cattggtcca 



720 



aaattgaaga gaaggtggcc aatttcttat tgtcgggaac tcaaaggtta ttccattcct 



780 



tttatgggat ctgatgtgtc tgttgtaagg aggactcaac gttacttgta tgaaaattta 



840 



gaggaatcac cagttcagta tgctgcgtat gtaactgtgg gaggcatcac ctctgttatt 



900 



aagctgatgt ttgcaggact tttctttttg ttctttgtga ggtttggaat tggaaggcaa 



960 



cttctcataa aattcccatg gttcttctcc tttggctatt tttcaaaaca aggcccaaca 



1020 



caaaaacaga ttgatgctgc ctcattcacg ctgacattct ttggtcaagg atacagccaa 



1080 



ggcactggta cagataagaa caaaccaaat atcaaaattt gtactcaggt gaaaggacca 



1140 



gaggctggct atgtggctac ccccatagct atggttcagg cagccatgac tcttctaagt 



1200 



gatgcttctc atctgcctaa ggcgggcggg gtcttcacac ctggagcagc tttttccaaa 



1260 



acaaagttga ttgacagact caacaaacac ggtattgagt ttagtgttat tagcagctct 



1320 



gaagtctaaa cactggaaga attaactgaa gtcataacgt gcgtgaatta acagcttctc 



1380 



tatttgatat ttgaaattct tctgtaagcc tgtctgagtg tatgtggaaa cgattgtcaa 



1440 



atctaaaata tctatatatt aaaaagtagg aaattgtcct agcttaccct aaatttcaaa 



1500 



tctgagttga ttttgtgatt ttattgctta taacagagaa ctcatatttg acatattttt 



1560 



ttcattgatg tgttcctggt agattttcac gaatgagctg gcaggtctaa tgggggaggc 



1620 



ggcgtcccag tctgtgttgc agcagcattc tcatcggggg tgcgcacacc atcgttactg 



1680 



tcgggcagta actgccgctt gccttgccgc agtaggaggg aaatctcacc ttccttccac 



1740 



atactgtctt gagcctttgc taaattaaac tgcacttttt gctgtttttg cctagttttt 



1800 



cgccaatcta cactgatttt ggactgttac ctaagttgaa aaataaaagg ttgtcaatcg 



1860 



aatggtggtt taatgtttgg acctgccgat gtatttgtat agtggtagaa acatgctgct 



1920 



taagtggcct aacctgtttc ttgccaataa gtaggcttat cattttatct ttacgtaatt 



1980 



ctatatctgt gactaggttt ttaaggatac agcttataag ttgctatcaa ttttcactac 



2040 

ctaagcagaa tttttctcta atttactttt tgtattttaa ctaggtttta catggaagcc 
2100 

ctaaaataag gcaaaagact ttttcttttg taataagcat ataataaaca cgtatataca 
2160 

tagcaaattg a 
2171 
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1 5 10 15 

Pro Ser Met Gly Gly Pro Met Gin Arg Val Thr Pro Pro Arg Gly Met 

20 25 ' 30 

Ala Ser Val Gly Pro Gin Ser Tyr Gly Gly Gly Met Arg Pro Pro, Pro 

35 40 45 

Asn Ser Leu Ala Gly Pro Gly Leu Pro Ala Met Asn Met Gly Pro Gly 

50 55 60 

Val Arg Gly Pro Trp Ala Ser Pro Ser Gly Asn Ser He Pro Tyr Ser 
65 .70 75 80 

. Ser Ser Ser Pro Gly Ser Tyr Thr Gly Pro Pro Gly Gly Gly Gly Pro 
85 90 95 

Pro Gly Thr Pro He Met Pro Ser Pro Gly Asp Ser Thr Asn Ser Ser 

100 105 HO 

Glu Asn Met Tyr Thr He Met Asn Pro He Gly Gin Gly Ala Gly Arg 

115 120 125 

Ala Asn Phe Pro Leu Gly Pro Gly Pro Glu Gly Pro Met Ala Ala Met 

130 135 140 

Ser Ala Met Glu Pro His His Val Asn Gly Ser- Leu Gly Ser Gly Asp 
145 150 155 160 

Met Asp Gly Leu Pro Lys Ser Ser Pro Gly Ala Val Ala Gly Leu Ser 

165 170 175 

Asn Ala Pro Gly Thr Pro Arg Asp Asp Gly Glu Met Ala Ala Ala Gly 

180 185 190 

Thr Phe Leu His Pro Phe Pro Ser Glu Ser Tyr Ser Pro Gly Met Thr 

195 200 '205 

Met Ser Val 
210 

<210> 4393 

<211> .2171 

<212> DNA 

<213> Homo sapiens 

<400> 4393 

gaggccaccc gccccggggc ctgggctcgc tgtggactcg tcatggcgac cgagcagagg 
60 

cctttccacc tggtggtgtt cggcgcgtct ggcttcaccg gccagttcgt gaccgaggag 
120 

gtggcccggg agcaggtgga cccggagcgg agctcccctg ccctgggcgt ggcgggccgc 
180 

tcccgggaga agctgcagcg ggtgctggag aaggcggccc tgaagctggg aagaccaaca 
240 

ctgtcatctg aagttggaat catcatctgt gatattgcta atccagcctc gcttgatgaa 
300 

atggctaaac aggcaacagt tgtcctcaat tgcgtaggac catatcggtt ttatggagaa 
360 

cctgtaataa aagcatgtat tgaaaatgga gccagttgta tcgacatcag tggagaacct 
420 

cagtttctgg aactaatgca actgaagtat catgagaaag ctgcagacaa aggggtttat 
480 

atcattggaa gcagcggctt tgactccatt ccagcagatc tgggagtaat atataccaga 
540 

aataaaatga atggtacttt gactgctgtg gaaagtttcc tgactataca ttcaggacct 
600 
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290 295 300 

Gin Phe lie Ser Tyr Thr Lys Met His Pro Asn Asn Glu Asn Leu Pro 
305 310 315 320 

Gin Leu Ala Asn Met Phe Leu Gin Tyr Leu Ser Gin Ser Leu His 
325 330 335 

<210> 4391 
<211> 988 
" <212> DNA 
<213> Homo sapiens 

<400> 4391 

nagcccttct cctggcccca tggagcctcc ccacgagccc aggggcatcc gagcatgggc 
60 

ggcccaatgc agagggtgac gcctcctcgt ggcatggcca gcgtggggcc ccagagctat 
120 

ggaggtggca tgcgaccccc acccaactcc ctcgccggcc caggcctgcc tgccatgaac 
180 

atgggcccag gagttcgtgg cccgtgggcc agccccagtg gaaactcgat cccctactcc 
240 

tcctcatccc ccggcagcta caccggaccc ccaggaggag gtgggccccc tggaacaccc 
300 

atcatgccta gccctggaga ttccaccaac tccagcgaaa acatgtacac tatcatgaac 
360 

cccatcgggc agggcgccgg cagggctaat ttcccgctcg gccctggccc ggagggcccc 
420 

atggccgcca tgagcgcgat ggagcctcac cacgtgaacg gatccctggg ctcgggcgac 
480 

atggacgggt tgccgaagag ttcccccggc gccgtggccg gcctgagcaa cgccccgggc 
540 

accccgcggg acgacggcga gatggcggcc gccgggacct tcctgcaccc gttcccgagc 
600 i 

gaaagctact cgccagggat gaccatgagc gtgtgatggg gcggcagccc cgggcctctc 
660 

tgcgggccta ggcttctgcc cagcgcccct gctcagggcg aggggctgag gtcacacctc 
720 

gggcacctgg actcctggcc aatcaaggct tgcccagctg ggaggcccca cacgaaagac 
780 

tcttaccatt ttattaaaaa cgcaaggacc tcagagacgt tcttttctgt atggaccctt 
840 

cctgccattt gtattttgtc ccagagagaa aggctctttg gggggcccct ctccccagga 
900 ' 

cgtcaggggg tggggcccat aaataaatgg aagctggttt tggtttttgg taaaaaaaaa 
960 

aaaaaaaaaa aaaaaaaaaa aaaaaaaa 
988 

<210> 4392 
<211> 211 
<212> PRT 

<213> Homo sapiens 
<400> 4392 

Xaa Pro Phe Ser Trp Pro His Gly Ala Ser Pro Arg Ala Gin Gly His 
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aataaaatct tttaaaatag tctactggaa tctctttcac ttaatgttcc ctgtgtaact 



1680 



tcatgtaaca ttttaggtat acttgtcatt gttctgcctt taagtgaagt agtattttga 



1740 

tagttctgag agagtagatg ttttgagcta ctctacagta attatattat gacaatttcc 
1800 

gtaactgttt tgcttcattc tgcatttcaa ggcaaatatc attgtaagct tgtctttcat 
1860 

tcttcattga tttcattgaa caaatggtag gtacc 
1895 

<210> 4390 
<211> 335 
<212> PRT 

<213> Homo sapiens 
<400> 4390 

Arg Val Ala Arg Gly Val Ala Ala Glu Gly Arg Ala Val Tyr Val Val 

15 10 15 

Asp Asp Ala Ala Val, Leu Gly Ala Glu Asp Pro Ala Val Tyr Gly Asp 

20 25 30 

Ser Ala Arg Glu Lys Ala Leu Arg Gly Ala Leu Arg Ala Ser Val Glu 

35 40 45 

Arg Arg Leu Ser Arg His Asp Val Val He Leu Asp Ser Leu Asn Tyr 

50 55 60 

lie Lys Gly Phe Arg Tyr Glu Leu Tyr Cys Leu Ala Arg Ala Ala Arg 
65 70 75, 80 

Thr Pro Leu Cys Leu Val Tyr Cys Val Arg Pro Gly Gly Pro He Ala 

85 90 95 

Gly Pro Gin Val Ala Gly Ala Asn Glu Asn Pro Gly Arg Asn Val Ser 

100 105 HO 

Val Ser Trp Arg Pro Arg Ala Glu Glu Asp Gly Arg Ala Gin Ala Ala 

115 120 .125 

Gly Ser Ser Val Leu Arg Glu Leu His Thr Ala Asp Ser Val Val Asn 

130 135 140 

Gly Ser Ala Gin Ala Asp Val Pro Lys Glu Leu Glu Arg Glu Glu Ser 
145 150 155 160 

Gly Ala Ala Glu Ser Pro Ala Leu Val Thr Pro Asp Ser Glu Lys Ser 

165 170 175 

Ala Lys His Gly Ser Gly Ala Phe Tyr Ser Pro Glu Leu Leu Glu Ala 

180 185 190 

Leu Thr Leu Arg Phe Glu Ala Pro Asp Ser Arg Asn Arg Trp Asp Arg 

195 200 205 

Pro Leu Phe Thr Leu Val Gly He Glu Glu Pro Leu Pro Pro Ala Gly 

210 215 220 

He Arg Ser Ala Leu Phe Glu Asn Arg Ala Pro Pro Pro His Gin Ser 
225 230 235 240 

Thr Gin Ser Gin Pro Leu Ala Ser Gly Ser Phe Leu His Gin Leu Asp 

245 250 255 

Gin Val Thr Ser Gin Val Leu Ala Gly Leu Met Glu Ala Gin Lys Ser 

260 265 270 

Ala Val Pro Gly Asp Leu Leu Thr Leu Pro Gly Thr Thr Glu His Leu 

275 280 285 

Arg Phe Thr Arg Pro Leu Thr Met Ala Glu Leu Ser Arg Leu Arg Arg 
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nggtgttttg cgggctgccg tacagcgaag agcgcgtgct gaagagttgc gcgtggcgtg 
60 

gctgccgagg gccgcgcggt gtacgtggtg gacgacgcag ctgtcctggg cgcagaggac 
120 . 

ccagcggtgt acggcgattc tgcccgtgag aaggcattgc gtggagctct gcgagcctcc 
180 

gtggaacgac gcctgagtcg ccacgacgtc gtcatcctgg actcgcttaa ctacatcaaa 
240 

ggtttccgtt acgagctcta ctgcctggca cgggcggcgc gcaccccgct ctgcctggtc 
300 

tactgcgtac ggcccggcgg cccgatcgcg ggacctcagg tggcgggcgc gaacgagaac 
360 

cctggccgga acgtcagtgt gagttggcgg ccacgcgctg aggaggacgg gagagcccag 
420 

gcggcgggca gcagcgtcct cagggaactg catactgcgg actctgtagt aaatggaagt 
480 

gcccaggccg acgtacccaa ggaactggag cgagaagaat ccggggctgc ggagtctcca 
540 

gctcttgtga ctccggattc agagaaatct gcaaagcatg ggtccggtgc cttttactct 
600 

cccgaactcc tggaggccct aacgctgcgc tttgaggctc ccgattctcg gaatcgctgg 
660 

gaccggcctt tattcacttt ggtgggcata gaggagccgt tgcccccggc ggggatccgc 
720 

tctgccctgt ttgagaaccg ggccccacca ccccatcagt ctacgcagtc ccagcccctc 
780 

gcctccggca gctttctgca ccagttggac caggtcacga gtcaagtact ggccggattg 
840 

atggaagcgc agaagagcgc tgtccccggg gacttgctca cgcttcctgg taccacagag 
900 

cacttgcggt * ttacccggcc cttgaccatg gcagaactga gtcgccttcg tcgccagttt 
960 t 

atttcgtaca ctaaaatgca tcccaacaat gagaacttgc cgcaactggc caacatgttt 
1020 

cttcagtatt tgagccagag cctgcactaa ccagaggagg taggggggaa gccatggctt 
1080 

ctgatctcca ctccacttta tttctctggg aaaaataggc tgcaggtctc cagagcatat 
1140 

cgatgcagta ctgtactaga gctgttgtga ctgattcact caaactttcc tgcatacccc 
1200 

tgtgccaggc cttgggttta cagcataagt tcagactaaa gagaatggag aactattgtg 
1260 

gtgcaacctg gcaaatccct cagaggacag agctaaggtg gacagggatt acctagattg 
1320 

gatcctactt gggctatcac agagcattga ccattggctt ccctcatctg aggcgtggga 
1380 

gagcagactg gatagatgag aattgtttta aaacaattgt gaacagaaac tgaagatggt 
1440 

acagttctac atctgcacct gccctttttt cataccacaa aagtattttt tgagtactgt 
1500 

actgactttt tgctagtttc tattctggga ccgagttcac agataaatcc attggtttgt 
1560 

atccttgaga aactttgttt ttgtggaagt aagaaagtta tctactagat tatttcctct 
1620 
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50 55 60 

Ser Glu Cys Ser Pro Ser Ser Leu Arg Ser His Pro Pro Ala Leu Leu 
65 70 75 80 

Gin Ala Ala Glu Ser 
85 

<210> 4387 
<211> 341 
<212> DNA 

<213> Homo sapiens 
<400> 4387 

ggggggggcc ttcccatctt tttccctttt atgggggggg ggttttttaa aaaaaaaggg 
60 

gggccccccc aaaagggggg ggggggaagg gggttttccc accccaaaaa accccccccc 
120 

ccccccgggn gggggggaag gggggggggg tttttccccc ctcccccccc ccctaaaaaa 
180 

aaaacccgga aaattttttt tccccccccc ccaaaaaaaa aaaaaaaacc ggggggcccc 
240 

cctttttttg gggggggggg tttttttttt tttttttttt tttttttttt ttttttttac 

300 

aaaacagaga atgtttattg tgccagaggg tggagtgtgc n 
341 

<210> 4388 
<211> 113 
<212> PRT 

<213> Homo sapiens 

<400> 4388 
Gly Gly Gly Leu 
1 

Lys Lys Lys Gl> 
20 

Ser His Pro Lys 
35 

Gly Gly . Phe Phe 
50 

He Phe Phe Pre 
65 



100 

Val 



<210> 4389 

<211> 1895 

<212> DNA 

<213> Homo sapiens 

<400> 4389 



Pro 


He 


Phe 


Phe 


Pro 


Phe Met 


Gly 


Gly Gly 


Phe 


Phe 


5 










10 






15 




Gly 


Pro 


Pro Gin Lys Gly Gly Gly 


Gly Arg 


Gly 


Phe 








25 






30 






Lys 


Pro 


Pro 


Pro 


Pro 


Pro Gly 


Xaa 


Gly Gly 


Arg 


Gly 






40 








45 






Pro 


Pro 


Pro 


Pro 


Pro 


Pro Lys 


Lys 


Lys Thr 


Arg 


Lys 






55 








60 








Pro 


Pro 


Pro 


Lys 


Lys 


Lys Lys 


Lys 


Pro Gly 


Gly 


Pro 




70 








75 








80 


Gly Gly Gly 


Phe 


Phe 


Phe Phe 


Phe 


Phe Phe 


Phe 


Phe 


85 










90 






95 




Lys 


Thr 


Glu 


Asn 


Val 


Tyr Cys 


Ala 


Arg Gly 


Trp 


Ser 








105' 






110 
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85 .90 95 

Asn Ala Ala Ala Pro Ala Gin Pro Phe Thr Gly Pro Lys Thr Gly Thr 

100 105 HO 

Thr Gin Pro Asn Gly Gin He Pro Gin Ala Thr His Phe Phe Ser Ala 

115 120 125 

Val Leu Gin Glu Ala Gin Arg His Ala Glu Asn 
130 135 

<210> 4385 

<211> 754 

<212> DNA 

<213> Homo sapiens 

<400> 4385 . 

ntttagagga gggtctgggc tagtttattt tctctctgga ggggtcttca gggagagcag 
60 

tcccggctgc tcaagcgggt gggaaggagc ggccactctt gctgaaaggt ggctgggaga 
120 

ggtcctggtc agagtcggag tcagagtccc aggaggggag tggagggctc aggcactggt 
180 

gccccttgtg gcctcttagg ctcgaggcct tgggacaggc ccccgagcac aaagtgaggc 
240 

tgtctatgga gttctgcagc acgtgcacag cagaccatat atcactcagt tccttctgga 
300 

ggtcatcctt ccagcagcca ctggctccct- gcggtatctc ttcagtctcc ggacaggcgg 
360 

ctgtctcatg accctgctgc ttcatcttgg tcaggatttt gcggcatttc acctgcgttt 
420 , 

tctgcatttt ctgaatgttc accaagttct ctgagatctc atcctcctgc gcttcttcaa 
480 

gctgctgaat cttgatttgc tgcaagcagc tctccttctc caacatggtc actgagtggt 

540 ^ i 

-tcaggaactc gaaagccttg gtctgggcct gtaactggct cttgagtgac ccaagttcac 

600 

atcgcaggag cttctgggag tcgggaatca tcacaatggt cttggctttg actttggaag 
660 

agctggtctc caagggcttc acataccacc tgttcatgct ctcccatcag ggaccacgaa 
720 

gaaagtcctc agctgtgacg ctgaagtttg atca 
754 

<210> 4386 

<211> 85 

<212> PRT 

<213> Homo sapiens 

<400> 4386 

Gly Cys Leu Trp Ser Ser Ala Ala Arg Ala Gin Gin Thr He Tyr His 

1 5 10 15 

Ser Val Pro Ser Gly Gly His Pro Ser Ser Ser His Trp Leu Pro Ala 

20 25 30 

Val Ser Leu Gin Ser Pro Asp Arg Arg Leu Ser His Asp Pro Ala Ala 

35 40 45 

Ser Ser Trp Ser Gly Phe Cys Gly He Ser Pro Ala Phe Ser Ala Phe 
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210 215 220 

Leu Glu Leu Arg Ser Ala Gly Val Glu Gin Leu Met Phe He Lys Glu 
225 230 235 240 

Asp Leu lie Leu Pro His Tyr His Thr Phe Tyr Asp Phe lie lie Ala 

245 250 
Arq Ala Arg Gly Lys Ser Gly Pro Leu Phe Ser Phe Asp Val His Asp 

260 265 270 

AS p val Arg Leu Leu Ser Asp Ala Thr Met Glu Lys Asp Glu Ser His 

275 280 285 

Ala Gly Lys Val Val Leu Arg Ser Trp Tyr . Glu Lys Asn Lys His He 

290 295 300 

Phe Pro Ala Ser Arg Trp Glu Ala Tyr Asp Pro Glu Lys Lys Trp Asp 
305 310 315 320 

Lys Tyr Thr He Arg 
325 

<210> 4383 
<211> 419 
<212> DNA 

<213> Homo sapiens 

cgagatctgg cgtgttttat acagtttgaa aatgtcaaca tttactatgg gactcagcat 

aaaatgaaat ataaagcgcc cactgactat tgctttgttt taaagcaccc ccaaattcag 

aaggagtccc agtatatcaa gtatctctgc tgtgatgaca caagaaccct taaccagtgg 

gtcatgggaa tacggatagc caagtatggg aagactctct atgataacta ccagcgggct 
240 

gtggcaaagg ctggacttgc ctctcggtgg acaaacttgg ggacagtcaa tgcagctgca 

ccagctcagc catttacagg acctaaaaca ggcaccaccc agcccaatgg acagattccc 

caggctacac atttcttcag tgctgttctc caagaagccc agagacatgc tgaaaactn 
419 

<210> 4384 
<211> 139 
<212> PRT 

<213> Homo sapiens 

A^g°Asp 3 Leu Ala Cys Phe lie Gin Phe Glu Asn Val Asn He Tyr Tyr 

* 5 10 15 

Gly Thr Gin His Lys Met Lys Tyr Lys Ala Pro Thr Asp Tyr Cys Phe 

20 25 30 

Val Leu Lys His Pro Gin He Gin Lys Glu Ser Gin Tyr lie Lys Tyr 

35 40 45 

Leu Cys Cys Asp Asp Thr Arg Thr Leu Asn Gin Trp Val Met Gly lie 

50 55 60 

Arg He Ala Lys Tyr Gly Lys Thr Leu Tyr Asp Asn Tyr Gin Arg Ala 

65 7 ° 75 \ 

Val Ala Lys Ala Gly Leu Ala Ser Arg Trp Thr Asn Leu Gly Thr Val 
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accatccgct aacacccgcc tgccagagcg gaaaccgggg gtggggggag acactcattt 
1140 

ctaggcccca tcaccagtca cttgatttcg tgaccttgat ttcttccccc aaatttaata 
1200 

aagacagagg gttctcatga ttcacattgg ttgtgctatt gctgatgtta tgctttggtt 
1260 

gcttggttgg tcttttctga gtattttagt gttgccacct ggatttgctg cattgctctg 
1320 

ctgagctgta ttgaaaccat gactgggccc actgtcagac agaaattaga ataggaggca 
1380 

cattttttac ctggtggtta tgagcatgga cttgggggcc acagtgactg agtttgattc 
1440 

ccgacacagc ctcctccttg ctgtgtagtt ttgggtaagc ttattaaacc cccatgcctc 
1500 

agtttggtca cctgtaaaag gaaataacaa gagcacttac tttataagat tgatgtgagt 
1560 

attaagtgaa ttaatatttg taaaacgctt agctcttaat aaatgtttct gttgttatta 
1620 

aaaaaaaaaa aaaaaaaa 
1638 



<210> 4382 

<211> 325 

<212> PRT 

<213> Homo sapiens 



<400> 4382 

Met Ala Gin Tyr Lys Gly Thr Met Arg Glu Ala Gly Arg Ala Met His 

1 5 - 10 15 

Leu Leu Lys Lys Arg Glu Arg Gin Arg Glu Gin Met Glu Val Leu Lys 

20 25 30 

Gin Arg lie Ala Glu Glu Thr He Leu Lys Ser Gin Val Asp Lys Arg 

35 .40 4 5 

Phe Ser Ala His Tyr Asp Ala Val Glu Ala Glu Leu Lys Ser Ser Ala 

50 55 60 

Val Gly Leu Val Thr Leu Asn Asp Met Lys Ala Arg Gin Glu Ala Leu 
65 70 75 80 

Val Arg Glu Arg Glu Arg Gin Leu Ala Lys Arg Gin His Leu Glu Glu 

85 90 95 

Gin Arg Leu Gin Gin Glu Arg Gin Arg Glu Gin Glu Gin Arg Arg Glu 

100 105 110 

Arg Lys Arg Lys He Ser Cys Leu Ser Phe Ala Leu Asp Asp Leu Asp 

115 120 125 

Asp Gin Ala Asp Ala Ala Glu Ala Arg Arg Ala Gly Asn Leu Gly Lys 

130 135 140 

Asn Pro Asp Val Asp Thr Ser Phe Leu Pro Asp Arg Asp Arg Glu Glu 
145 150 155 160 

Glu Glu Asn Arg Leu Arg Glu Glu Leu Arg Gin Glu Trp Glu Ala Gin 

165 170 175 

Arg Glu Lys Val Lys Asp Glu Glu Met Glu Val Thr Phe Ser Tyr Trp 

180 ' 185 190 

Asp Gly Ser Gly His Arg Arg Thr Val Arg Val Arg Lys Gly Asn Thr 

195 200 205 

Val Gin Gin Phe Leu Lys Lys Ala Leu Gin Gly Leu Arg Lys Asp Phe 
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565 570 575 

Leu Asp Leu Gly Gin Asn Pro Leu Gly Ser Ser Gly Val Lys Met Leu 

580 585 590 

Phe Glu Thr Leu Thr Cys Ser Ser Gly Thr Leu Arg Thr Leu Arg Leu 

595 600 605 

Lys lie Asp Asp Phe Asn Asp Glu Leu Asn Lys Leu Leu Glu Glu lie 

610 615 620 

Glu Glu Lys Asn Pro Gin Leu lie lie Asp Thr Glu Lys His His Pro 
625 630 635 640 

Trp Glu Glu Arg Pro Ser Ser His Asp Phe Met lie 
645 650 

<210> 4381 

<211> 1638 

<212> DNA 

<213> Homo sapiens 



<400> 4381 
nnagagcccg 
60 

cgtgtctccg 
120 

cagtacaagg 
180 

aggcagcggg 
240 

tcgcaggtgg 
300 

agcgcggtgg 
360 

gagcgcgagc 
420 

cggcagcggg 
480 

gcactagacg 
540 

ggcaagaacc 
600 

aaccggctcc 
660 

gaggagatgg 
720 

gtgcgcaagg 
780 

gacttcctgg 
840 

atcctgccgc 
900 

gggccgctct 
960 

gagaaggacg 
1020 

cacatcttcc 
1080 



gggcgagtgg 
ctcgacaggg 
gcaccatgcg 
agcagatgga 
acaagaggtt 
gcctggtgac 
ggcagctggc 
agcaggagca 
acctcgatga 
ccgacgtgga 
gagaggagct 
aggtcacctt 
gcaacacggt 
agctgcgctc 
actaccacac 
tcagcttcga 
agtcgcacgc 
ccgccagccg 



gcctctgctc 
tgcttgggca 
cgaggcaggc 
ggtgctgaag 
ctcggcgcat 
cctgaacgac 
caagcgccag 
gcggcgcgag 
ccaggccgac 
caccagcttc 
gcgccaagag 
cagctactgg 
gcagcagttc 
cgccggcgtg 
cttctacgac 
tgtgcacgat 
gggcaaggtg 
ctgggaggcc 



gtgggtggtt 
gagcccatcg 
cgtgccatgc 
cagcgcatcg 
tacgacgccg 
atgaaggccc 
cacctggagg 
cgcaagcgta 
gcggccgagg 
ctgccagacc 
tgggaggcgc 
gacggctcgg 
ctgaagaagg 
gagcagctca 
ttcatcatcg 
gacgtgcgcc 
gtgctgcgca 
tatgaccccg 



ctcgtggagg 
ggtaggcgcg 
acctcctcaa 
ccgaggagac 
tggaggccga 
ggcaggaggc 
agcagcggct 
agatctcctg 
ccaggcgcgc 
gcgaccgcga 
agcgcgagaa 
gccaccggcg 
cgctgcaggg 
tgttcatcaa 
ccagggcgag 
tgctcagcga 
gctggtacga 
agaagaagtg 



tcagctcccg 
ggccatggcg 
gaagcgcgaa 
catcctcaag 
gctgaagtcc 
cctggtcagg 
gcagcaggag 
cctgtccttt 
cggaaacctg 
ggaggaggag 
agtgaaggac 
cacggtgcgg 
gctgcgcaag 
ggaggacctc 
gggcaagagc 
cgccaccatg 
gaagaacaag 
ggacaagtac 
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130 135 140 

Tyr Ser Phe Gly Leu Ala Asn Glu Lys Arg Ala Lys Glu Leu Glu Ala 
145 - 150 155 160 

Thr Phe Gly Cys Arg Met Ser Pro Asp He Lys Gin Glu Leu Leu Arg 

165 170 175 

Cys Asp He Ser Cys Lys Gly Gly His Ser Thr Val Thr Asp Leu Gin 

180 185 190 

Glu Leu Leu Gly Cys Leu Tyr Glu Ser Gin Glu Glu Glu Leu Val Lys 

195 200 205 

Glu" Val Met Ala Gin Phe Lys Glu He Ser Leu His Leu Asn Ala Val 

210 215 220 

Asp Val Val Pro Ser Ser Phe Cys Val Lys His Cys Arg Asn Leu Gin 
225 230 235 240 

Lys Met Ser Leu Gin Val He Lys Glu Asn Leu Pro Glu Asn Val Thr 

245 250 255 

Ala Ser Glu Ser Asp Ala Glu Val Glu Arg Ser Gin Asp Asp Gin His 

260 265 270 

Met Leu Pro Phe Trp Thr Asp Leu Cys Ser lie Phe. Gly Ser Asn Lys 
275 280 285 

- Asp Leu Met Gly Leu Ala He Asn Asp Ser Phe Leu Ser Ala Ser Leu 
290 295 300 

Val Arg He Leu Cys Glu Gin He Ala Ser Asp Thr Cys His Leu Gin 
305 310 315 320 

Arg Val Val Phe Lys Asn He Ser Pro Ala Asp Ala His Arg Asn Leu 

325 330 335 

Xaa Pro Xaa Ala Leu Arg Gly His Lys Thr Val Thr Tyr Leu Thr Leu 

340 345 350 

Gin Gly Asn Asp Gin Asp Asp Met Phe Pro Ala Leu Cys Glu Val Leu 

355 360 365 

Arg His Pro Glu Cys- Asn Leu Arg Tyr Leu Gly Leu Val Ser Cys Ser 

370 375 380 

Ala Thr Thr Gin Gin Trp Ala Asp Leu Ser Leu Ala Leu Glu Val Asn 
385 390 395 400 

Gin Ser Leu Thr Cys Val Asn Leu Ser Asp Asn Glu Leu Leu Asp Glu 

405 410 ' 415 

Gly Ala Lys Leu Leu Tyr Thr Thr Leu Arg His Pro Lys Cys Phe Leu 

420 425 430 

Gin Arg Leu Ser Leu Glu Asn Cys His Leu Thr Glu Ala Asn Cys Lys 

435 440 445 

Asp Leu Ala Ala Val Leu Val Val Ser Arg Glu Leu Thr His Leu Cys 

450 455 460 

Leu Ala Lys Asn Pro He Gly Asn Thr Gly Val Lys Phe Leu Cys Glu 
465 470 475 480 

Gly Leu Arg Tyr Pro Glu Cys Lys Leu Gin Thr Leu Val Leu Trp Asn 

485 490 495 

Cys Asp He Thr Ser Asp Gly Cys Cys Asp Leu Thr Lys Leu Leu Gin 

500 505 510 

Glu Lys Ser Ser Leu Leu Cys Leu Asp Leu Gly Leu Asn His He Gly 

515 520 525 

Val Lys Gly Met Lys Phe Leu Cys Glu Ala Leu Arg Lys Pro Leu Cys 

530 535 540 

Asn Leu Arg Cys Leu Trp Leu Trp Gly Cys Ser He Pro Pro Phe Ser 
545 550 555 560 

Cys Glu Asp Val Cys Ser Ala Leu Ser Cys Asn Gin Ser Leu Val Thr 
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tgcttggcca agaaccccat tgggaataca ggggtgaagt ttctgtgtga gggcttgagg 
1560 

taccccgagt gtaaactgca gaccttggtg ctttggaact gcgacataac tagcgatggc 
1620 

tgctgcgatc tcacaaagct tctccaagaa aaatcaagcc tgttgtgttt ggatctgggg 
1680 

ctgaatcaca . taggagttaa gggaatgaag ttcctgtgtg aggctttgag gaaaccactg 
1740 

tgcaacttga gatgtctgtg gttgtgggga tgttccatcc ctccgttcag ttgtgaagac 
1800 

gtctgctctg ccctcagctg caaccagagc ctcgtcactc tggacctggg tcagaatccc 
1860 

ttggggtcta gtggagtgaa gatgctgttt gaaaccttga catgttccag tggcaccctc 
1920 

cggacactca ggttgaaaat agatgacttt aatgatgaac tcaataagct gctggaagaa 
1980 

atagaagaaa aaaacccaca actgattatt gatactgaga aacatcatcc ctgggaagaa 
2040 ' , ■ 

.aggccttctt ctcatgactt catgatctga atccccccga gtcattcatt ctccatgaag 
2100 

tcatcgattt tccaggtgtg ggtgaactgc ctgtgactcc tctcctcccc cgcccctacc 
2160 

cctcagggat aatgagttca ttgctgggct agatgtttta gccatgattc tgcctctgtt 
2220 

ttatacctgc acacatcctt atctttgtta catatgaaat atctgtatca cgggtatatt 
2280 

gagagaaata aaggtgagag cattcacaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

2340 

aaaaaaa 

2347 

<210> 4380 ' 

<211> 652 

<212> PRT 

<213> Homo sapiens 



<400> .4380 










Thr Arg Thr 


Gly 


Met 


Glu 


Lys 


Gly 


Glu 


Asp Pro 


Val Pro Thr Cys Leu 


1 






5 




10 


15 




Leu 


Phe 


Leu 


Arg 


Phe 


Leu Cys 


Ser Arg Phe> Pro Arg 


Gly Ala Gin 


Leu 








20 






25 


30 




Arg 


Gly 


Ala 


Leu 


Arg 


Thr Leu 


Ser Leu Leu Ala Ala 


Gin Gly -Leu 


Trp 


35 








40 


45 




Ala 


Gin 


Thr 


Ser 


Val 


Leu His 


Arg Glu Asp Leu Glu 


Arg Leu Gly 


Val 




50 








55 


60 






Gin 


Glu 


Ser 


Asp 


Leu 


Arg Leu 


Phe Leu Asp Gly Asp 


He Leu Arg 


Gin 


65 








70 


75 , 




80 


Asp 


Arg 


Val 


Ser 


Lys 


Gly Cys 


Tyr Ser Phe lie His 


Leu Ser Phe 


Gin 






85 




90 


95 




Gin 


Phe 


Leu 


Thr 


Ala 


Leu Phe 


Tyr Thr Leu Glu Lys 


Glu Glu Glu 


Glu 








100 






105 


110 




Asp Arg 


Asp 


Gly 


His 


Thr Trp 


Asp lie Gly Asp Val 


Gin Lys Leu 


Leu 






115 








120 


125 




Ser 


Gly 


Val 


Glu 


Arg 


Leu Arg 


Asn Pro Asp Leu lie 


Gin Ala Gly 


Tyr 
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<212> DNA 

<213> Homo sapiens 
<400> 4379 

ngaggaccaa gccatgcgtg cctttgagct aatgaggagc aacgcggccc tgttccagct 
60 

gggctcggcc ccgcggtgtg ctggattgtg tgcacgactc tgaagctgca gatggagaag 
120 

ggggaggacc cggtccccac ctgcctcacc cgcacggggc tgttcctgcg tttcctctgc 
180 

agccggttcc cgcggggcgc acagctgcgg ggcgcgctgc ggacgctgag cctcctggcc 
240 

gcgcagggcc tgtgggcgca gacgtccgtg cttcaccgag aggatctgga aaggctcggg 
300 

gtgcaggagt ccgacctccg tctgttcctg gacggagaca tcctccgcca ggacagagtc 
360 

tccaaaggct gctactcctt catccacctc agcttccagc agtttctcac tgccctgttc 
420 

tacaccctgg agaaggagga ggaagaggat agggacggcc acacctggga cattggggac 
480 

gtacagaagc tgctttccgg agtagaaaga ctcaggaacc ccgacctgat ccaagcaggc 
540 

. tactactcct ttggcctcgc taacgagaag agagccaagg agttggaggc cacttttggc 
600 

tgccggatgt caccggacat caaacaggaa ttgctgcgat gcgacataag ttgtaagggt 
660 

ggacattcaa cggtgacaga cctgcaggag ctgctcggct gtctgtacga gtctcaggag 
720 

gaggagctgg tgaaggaggt gatggctcag ttcaaagaaa tatccctgca cttaaatgca 
780 

gtagacgttg tgccatcttc attctgcgtc aagcactgtc gaaacctgca gaaaatgtca 
840 

ctgcaggtaa taaaggagaa tctcccggag aatgtcactg cgtctgaatc agacgccgag 
900 

gttgagagat cccaggatga tcagcacatg. cttcctttct ggacggacct ttgttccata 
960 

tttggatcaa ataaggatct gatgggtcta gcaatcaatg atagctttct cagtgcctcc 
1020 

ctagtaagga tcctgtgtga acaaatagcc tctgacacct gtcatctcca gagagtggtg 
1080 

ttcaaaaaca tttccccagc tgatgctcat cggaacctcn tgcctnnagc tcttcgaggt 
1140 

cacaagactg taacgtatct gacccttcaa ggcaatgacc aggatgatat gtttcccgca 
1200 

ttgtgtgagg tcttgagaca tccagaatgt aacctgcgat atctcgggtt ggtgtcttgt 
1260 

tccgctacca ctcagcagtg ggctgatctc tccttggccc ttgaagtcaa ccagtccctg 
1320 

acgtgcgtaa acctctccga caatgagctt ctggatgagg gtgctaagtt gctgtacaca 
1380 

actttgagac accccaagtg ctttctgcag aggttgtcgt tggaaaactg tcaccttaca 
1440 

gaagccaatt gcaaggacct tgctgctgtg ttggttgtca gccgggagct gacacacctg 
1500 
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ctgctggcgg cgggcgaggc cggcaccttc gacgtggccg tggtggatgc ggacaaggag 
480 

aactgctccg cctactacga gcgctgcctg cagctgctgc gacccggagg catcctcgcc 
540 

gtcctcagag tcctgtggcg cgggaaggtg ctgcaacctc cgaaagggga cgtggcggcc 
600 

gagtgtgtgc gaaacctaaa cgaacgcatc cggcgggacg tcagggtcta catcagcctc 
660 

ctgcccctgg gcgatggact caccttggcc ttcaagatct agggctggcc cctagtgagt 
720 

gggctcgagg gagggttgcc tgggaacccc aggaattgac cctgagtttt aaattcgaaa 
780 

ataaagtggg gctgggacac acgaaaaaaa aa 
812 

<210> 4378 
<211> 233 
<212> PRT 

<213> Homo sapiens 
<400> 4378 

Xaa Leu Gly Arg Arg Cys Pro Pro Trp Arg Gly Arg Arg Glu Gin Gly 

15 10 15 

Leu Leu Pro Pro Glu Asp Ser Arg Leu Trp Gin Tyr Leu Leu Ser Arg 

20 25 30 

Ser Met Arg Glu His Pro Ala Leu Arg Ser Leu Arg Leu Leu Thr Leu 

35 40 45 

Glu Gin Pro Gin Gly Asp Ser Met Met Thr Cys Glu Gin Ala Gin Leu 

50 55 60 

Leu Ala Asn Leu Ala Arg Leu lie Gin Ala Lys Lys Ala Leu Asp Leu 
65 % : 70 75 80 

Gly Thr Phe Thr Gly Tyr Ser Ala Leu Ala Leu Ala Leu Ala Leu Pro 

85 90 95 

Ala Asp Gly Arg Val Val Thr Cys Glu Val Asp Ala Gin Pro Pro Glu 

100 105 110 

Leu Gly Arg Pro Leu .Trp Arg Gin Ala Glu Ala Glu His Lys lie Arg 

115 120 125 

Leu Arg Leu Lys Pro Ala Leu Glu Thr Leu Asp Glu Leu Leu Ala Ala 

130 135 140 

Gly Glu Ala Gly Thr Phe Asp Val Ala Val Val Asp Ala Asp Lys Glu 
145 150 155 160 

Asn Cys Ser' Ala Tyr Tyr Glu Arg Cys Leu Gin Leu Leu Arg Pro Gly 

165 170 175 

Gly lie Leu Ala Val Leu Arg Val Leu Trp Arg Gly Lys Val Leu Gin 

180 185 . 190 

Pro Pro Lys Gly Asp Val Ala Ala Glu Cys Val Arg Asn Leu Asn Glu 

195 200 205 

Arg He Arg Arg Asp Val Arg Val Tyr He Ser Leu Leu Pro Leu Gly 

210 215 220 

Asp Gly Leu Thr Leu Ala Phe Lys He 
225 230 

<210> 4379 
<211> 2347 
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130 135. 140 

Thr Glu lie Pro Pro Val lie Phe Leu Pro Asn Phe Leu Val Gin Arg 
145 150 155 160 

Lys Val Leu Arg Pro Leu Arg Thr Gin Thr Gly Gly Thr He Met Ala 

165 170 175 

Gly Lys Leu Ala Val Glu Arg Gly Trp Ala He Asn Val Gly Gly Gly 

180 185 190 

Phe His His Cys Ser Ser Asp Arg Gly Gly Gly Phe Cys Ala Tyr Ala 

195 200 205 

Asp He Thr Leu Ala He Lys Phe Leu Phe Glu Arg Val Glu Gly He 

210 215 220 

Ser Arg Ala Thr He He Asp Leu Asp Ala His Gin Gly Asn Gly His 
225 230 235 240 

Glu Arg Asp Phe Met Asp Asp Lys Cys Val Thr Cys Met Asp Val Tyr 

245 250 255 

Asn Arg His He- Tyr Pro Gly Asp Arg Phe Ala Lys Gin Ala He Arg 

260 , 265 270 

Arg Lys Val Glu Leu Glu Trp Gly Thr Glu Asp Asp Glu Tyr Leu Asp 

275 280 285 

Lys Val Glu Arg Asn He Lys Lys Ser Leu Gin Glu His Leu Pro Asp 

290 295 300 

Val Val Val Tyr Asn Ala Gly Thr Asp He Leu Glu Gly Asp Arg Leu 
305 310 315 320 

Gly Gly Leu Ser He Ser Pro Ala Gly He Val Lys Arg Asp Glu Leu 

325 330' 335 

Val Phe Arg Met Val Arg Gly Arg Arg Val Pro He Leu Met Val Thr 

340 345 350 

Ser Gly Gly Tyr Gin Lys Arg Thr Ala Arg He He Ala Asp Ser lie 

355 360 365 

Leu Asn Leu Phe Gly Leu Gly Leu He Gly Pro Glu Ser Pro Ser Val 

370 375 380 

Ser Ala Gin Asn Ser Asp Thr Pro Leu Leu Pro Pro Ala Val Pro 
385 390 395 

<210> 4377 

<211> 812 

<212> DNA 

<213> Homo sapiens 

<400> 4377 

ntcctgggga ggcggtgccc cccatggcga ggccggcgag agcagggcct gcttcccccc 
60 

gaggacagcc gcctgtggca gtatcttctg agccgctcca tgcgggagca cccggcgctg 
120 

cgaagcctga ggctgctgac cctggagcag ccgcaggggg attctatgat gacctgcgag 
180 

caggcccagc tcttggccaa cctggcgcgg ctcatccagg ccaagaaggc gctggacctg 
240 

ggcaccttca cgggctactc cgccctggcc ctggccctgg cgctgcccgc ggacgggcgc 
300 

gtggtgacct gcgaggtgga cgcgcagccc ccggagctgg gacggcccct gtggaggcag 
360 

gccgaggcgg agcacaagat tcgactccgg ctgaagcccg ccttggagac cctggacgag 
- 420 
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gcccgcatca ttgctgactc catacttaat ctgtttggcc tggggctcat tgggcctgag 
1140 

tcacccagcg tctccgcaca gaactcagac acaccgctgc ttccccctgc agtgccctga 
1200 

cccttgctgc cctgcctgtc acgtggccct gcctatccgc cccttagtgc tttttgtttt 
1260 

ctaacctcat ggggtggtgg aggcagcctt cagtgagcat ggaggggcag ggccatccct 
1320 

ggctggggcc tggagctggc ccttcctcta cttttccctg ctggaagcca gaagggcttg 
1380 

aggcctctat gggtgggggc agaaagcaga gcctgtgtcc caggggaccc acacgaagtc 
1440 

accagcccat aggtccaggg aggcaggcag ttaactgaga attggagagg acaggctagg 
1500 

tcccaggcac agcgagggcc ctgggcttgg ggtgttctgg ttttgagaac ggcagaccca 
1560 

ggtcggagtg aggaagcttc cacctccatc ctgactaggc ctgcatccta actgggcctc 
1620 - 

cctccctccc cttggtcatg ggatttgctg ccctctttgc cccagagctg aagagctata 
1680 

ggcactggtg tggatggccc aggaggtgct ggagctaggt ctccaggtgg gcctggttcc 
1740 

caggcagcag gtgggaaccc tgggcctgga tgtgaggggc ggtcaggaag gggtacaggt 
1800 

gggttccctc atctggagtt ccccctcaat aaagcaaggt ctggacctgc cttcccaggc 
I860 

ccttctgtgg gggtgaaggt ggggaaggcc tgcggcgccc agatcactgc cttagcagta 
1920 

gtcttgcctg ttcagtgcaa ggggcaggtt ttggggggag gaattc 
1966 

<210> 4376 
<211> 399 
<212> PRT 

<213> Homo sapiens 
<400> 4376 

Lys Val Pro Ala Leu Tyr Thr Thr Thr Ser Gly Arg Cys Ser Trp Arg 

1 5 10 15 

Asp Phe Leu Met Phe Leu Ser Thr Leu Ser Arg Tyr Ser Ser Ser Ser 

20 25 30 

Val Pro His Ser Ser Ser Thr Phe Arg Leu Thr Ala Ser Phe Gly Arg 

35 40 45 

Ala Gly Pro Gly Met Leu His Thr Thr Gin Leu Tyr Gin His Val Pro 

50 55 60 

Glu Thr Arg Trp Pro lie Val Tyr Ser Pro Arg Tyr Asn He Thr Phe 
65 70 75 80 

Met Gly Leu Glu Lys Leu His Pro Phe Asp Ala Gly Lys Trp Gly Lys 

85 90 95 

Val He Asn Phe Leu Lys Glu Glu Lys Leu Leu Ser Asp Ser Met Leu 

100 105 HO 

Val Glu Ala Arg Glu Ala Ser Glu Glu Asp Leu Leu Val Val His Thr 

115 120 125 

Arg Arg Tyr Leu Asn Glu Leu Lys Trp Ser Phe Ala Val Ala Thr He 
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180 185 190 

Lys Phe Tyr Leu Leu Asn He Arg Leu Pro Val Asn Glu Lys Lys Lys 

195 200 205 

He Asn Val Gly He Gly Glu He Lys Asp He Arg Leu Val Gly He 

210 215 220 

His Gin Asn Gly Gly Phe Thr Lys Val Trp Phe Ala Met Lys Thr Phe 
225 230 235 240 

Leu Thr Pro Ser He Phe He He Met Val Trp Tyr Trp Arg Arg He 

245 250 255 

Thr Met Met Ser Arg Pro Pro Val Leu Leu Glu Lys Val He Phe Ala 
260 265 270 

<210> 4375 

<211> 1966 

<212> DNA 

<213> Homo sapiens 

<400> 4375 

aaggtgcctg cattgtatac caccacgtcg ggcaggtgct cctggaggga tttcttgatg 
60 

ttcctctcca ccttatccag gtactcatca tcctctgtgc cccactccag ctccaccttc 
120 

cgcctgacgg ccagctttgg gagggccggc cccgggatgc tacacacaac ccagctgtac 
180 

cagcatgtgc cagagacacg ctggccaatc gtgtactcgc cgcgctacaa catcaccttc 
240 

atgggcctgg agaagctgca tccctttgat gccggaaaat ggggcaaagt gatcaatttc 
300 

ctaaaagaag agaagcttct gtctgacagc atgctggtgg aggcgcggga ggcctcggag 
360 

gaggacctgc tggtggtgca cacgaggcgc tatcttaatg agctcaagtg gtcctttgct 
420 

gttgctacca tcacagaaat cccccccgtt atcttcctcc ccaacttcct tgtgcagagg 
480 

aaggtgctga ggccccttcg gacccagaca ggaggaacca taatggcggg gaagctggct 
540 

gtggagcgag gctgggccat caacgtgggg ggtggcttcc accactgctc cagcgaccgt 
600 

ggcgggggct tctgtgccta tgcggacatc acgctcgcca tcaagtttct gtttgagcgt 
660 

gtggagggca tctccagggc taccatcatt gatcttgatg cccatcaggg caatgggcat 
720 

gagcgagact tcatggacga caagtgtgtg acatgcatgg atgtctacaa ccgccacatc 
780 

tacccagggg accgctttgc caagcaggcc atcaggcgga aggtggagct ggagtggggc 
840 

acagaggatg atgagtacct ggataaggtg gagaggaaca tcaagaaatc cctccaggag 
900 

cacctgcccg acgtggtggt atacaatgca ggcaccgaca tcctcgaggg ggaccgcctt 
960 

ggggggctgt ccatcagccc agcgggcatc gtgaagcggg atgagctggt gttccggatg 
1020 

gtccgtggcc gccgggtgcc catccttatg gtgacctcag gcgggtacca gaagcgcaca 
1080 
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tgattgctcc agggcccaca acggcagtgt 
360 

gtaagaacca tcacaagaca aaatggttcg 
420 

tccgagacat tgaagaggca attccaaggg 
480 

ttcacattcc cctcccccac atggagatga 
540 

tgcagctgga cattgccttc aagctaaaca 
600 

tggacgtttc cctggcttac cgtgatgacg 
660 

aaagagtacc acggaaactc aaatgcacct 
720 

gccgttacta tgaatgtgat gtccttcctt 
780 

tttacctttt aaacatccgg ctgcctgtga 
840 

gggagataaa ggatatccgg ttggtgggga 
900 

ggtttgccat gaagaccttc cttacgccca 
960 

ggaggatcac catgatgtcc cgacccccag 
1017 

<210> 4374 - 

<211> 272 

<212> PRT 

<213> Homo sapiens 



<400> 4374 



Met 


Ala Gly Ala 


He 


He 


Glu 


Asn 


1 








5 








val 


Gly Gly 


He 


Leu 


Leu 


Val 


Phe 








20 










Gly 


Leu 


He 


Ala 


Pro 


Gly 


Pro 


Thr 




35 










40 


Lys 


Cys 


Val 


Asp 


Ala 


Arg 


Lys 


Asn 




50 










55 




Pro 


Trp 


Gly 


Pro 


Asn 


His 


Cys 


Asp 


65 










70 






lie 


Pro 


Arg 


Glu 


He 


Glu 


Ala 


Asn 










85 








Pro 


Leu 


Pro 


His 


Met 


Glu 


Met 


Ser 








100 










He 


Leu 


Gin 


Leu 


Asp 


He 


Ala 


Phe 






115 










120 


Asn 


Ala 


Glu 


Val 


Ser 


Met 


Asp 


Val 




130 










135 




Phe 


Ala 


Glu 


Trp 


Thr 


Glu 


Met 


Ala 


145 










150 






Lys 


Cys 


Thr 


Phe 


Thr 


Ser 


Pro 


Lys 










165 








Tyr 


Glu 


Cys 


Asp 


Val 


Leu 


Pro 


Phe 



cctacatgtc ggtgaaatgt gtggatgccc 
tgccttgggg acccaatcat tgtgacaaga 
aaattgaagc caatgacatc gtgttttctg 
gtccttggtt ccaattcatg ctgtttatcc 
accaaatcag agaaaatgca gaagtctcca 
cgtttgctga gtggactgaa atggcccatg 
tcacatctcc caagactcca gagcatgagg 
tcatggaaat tgggtctgtg gcccataagt 
atgagaagaa gaaaatcaat gtgggaattg 
tccaccaaaa tggaggcttc accaaggtgt 
gcatcttcat cattatggtg tggtattgga 
tgcttctgga aaaagtcatc tttgccc 



Met Ser Thr Lys Lys Leu Cys He 

10 15 
Gin lie lie Ala Phe Leu Val Gly 
25 30 
Thr Ala Val Ser Tyr Met Ser Val 
45 

His His Lys Thr Lys Trp Phe Val 
60 

Lys He Arg Asp lie Glu Glu Ala 

75 80 
Asp lie Val Phe Ser Val His lie 

90 95 
Pro Trp Phe Gin Phe Met Leu Phe 
105 HO 
Lys Leu Asn Asn Gin lie Arg Glu 
125 

Ser Leu Ala Tyr Arg Asp Asp Ala 
140 

His Glu Arg Val Pro Arg Lys Leu 
155 160 
Thr Pro Glu His Glu Gly Arg Tyr 

170 175 
Met Glu lie Gly Ser Val Ala His 
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1 5 10 15 

Asp Ser Leu Asp Lys Ser lie Thr Leu Pro Pro Asp Glu lie Phe Arg 

20 25 30 

Asn Leu Glu Asn Ala Lys Arg Phe Ala He Asp He Gly Gly Ser Leu 

35 40 45 

Thr Lys Leu Ala Tyr Tyr Ser Thr Val Gin His Lys Val Ala Lys Val 

50 55 60 

Arg Ser Phe Asp His Ser Gly Lys Asp Thr Glu Arg Glu His Glu Pro 
65 70 75 80 

Pro Tyr Glu He Ser Val Gin Glu Glu He Thr Ala Arg Leu His Phe 

85 90 95 

He Lys Phe Glu Asn Thr Tyr He Glu Ala Cys Leu Asp Phe He Lys 

100 105 HO 

Asp His Leu Val Asn Thr Glu Thr Lys Val He Gin Ala Thr Gly Gly 

115 120 125 

Gly Ala Tyr Lys Phe Lys Asp Leu lie Glu Glu Lys Leu Arg Leu Lys 

130 135 140 

Val Asp Lys Glu Asp Val Met Thr Cys Leu He Lys Gly Cys Asn Phe 
145 150 155 160 

Val Leu Lys Asn He Pro His Glu Ala Phe Val Tyr Gin Lys Asp Ser 

165 170 175 

Asp Pro Glu Phe Arg Phe Gin Thr Asn His Pro His He Phe Pro Tyr 

180 185 190 

Leu Leu Val Asn He Gly Ser Gly Val Ser He Val Lys Val Glu Thr 

195 200 205 

Glu Asp Arg Phe Glu Trp Val Gly Gly Ser Ser He Gly Gly Gly Thr 

210 215 220 

Phe Trp Gly Leu Gly Ala Leu Leu Thr Lys Thr Lys Lys Phe Asp Glu 
225 230 235 240 

Leu Leu His Leu Ala Ser Arg Gly Gin His Ser Asn Val Asp Met Leu 

245 250 255 

Val Arg Asp Val Tyr Gly Gly Ala His Gin Thr Leu Gly Leu Ser Gly 

260 265 270 

Asn Leu He Ala Ser Ser Phe Gly Lys Ser Ala Thr Ala Asp Gin Glu 

275 280 285 

Phe Ser Lys Glu Asp Met Ala Lys Ser Leu Leu His Met He 
290 295 300 

<210> 4373 
<211> 1017 
<212> DNA 

<213> Homo sapiens 
<400> 4373 

acgcgtcatc acggctgcgc cgggggaatc cgtgcgggcg ccttccgtcc cggtcccatc 
60 

ctcgccgcgc tccagcacct ctgaagtttt gcagcgccca gaaaggaggc gaggaaggag 
120 

ggagtgtgtg agaggaggga gcaaaaagct caccctaaaa catttatttc aaggagaaaa 
180 

gaaaaagggg gggcgcaaaa atggctgggg caattataga aaacatgagc accaagaagc 
240 

tgtgcattgt tggtgggatt ctgctcgtgt tccaaatcat cgcctttctg gtgggaggct 
300 
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275 280 285 

Asp Ala Ala Glu His Glu Asn Met Lys Ala Val Leu Lys Thr Ser Ser 

290 .295 300 

Pro Ser Arg Ser Pro Leu His lie Pro Ser Pro Ser Cys Gin Leu Cys 

315 320 
305 310 -*-»:=> 

Phe Ser 



<210> 4371 
<211> 907 
<212> DNA 

<213> Homo sapiens 
<400> 4371 

actttcaaaa tggcggagtg. tggagcgagc ggcagcggga gcagcgggga cagtctggac 
60 

aagagcatca cgctgccccc cgacgagatc ttccgcaacc tggagaacgc caagcgcttc 
120 

gccatcgaca taggcgggtc gttaaccaag ctggcctact attcaacggt acagcacaaa 
180 

gtcgccaagg tgcggtcttt cgaccactcc ggaaaggaca cagaacgtga acatgagccg 

ccctatgaga tttcagttca agaagagatc actgctcgac tgcacttcat taagtttgag 
300 

aatacctaca tcgaagcctg' cctggacttc atcaaagacc atctcgtcaa cacagagacc 

aaggtcatcc aggcgaccgg gggcggggcc tacaagttca aggacctcat cgaagagaag 
420 

ctgcggctga.aagtcgacaa ggaggacgtg atgacgtgcc tgattaaggg gtgcaacttc 
480 

gtgctcaaga acatccccca tgaggccttc gtgtaccaga aggattccga ccctgagttc 

540 ^ to 

cggttccaga ccaaccaccc ccacattttc ccctatcttc ttgtcaatat cggctctgga 

600 

gtctccatcg tgaaggtgga gacggaggac aggttcgagt gggtcggcgg cagctccatt 
660 

ggaggcggca ccttctgggg gcttggcgct ctgctcacca aaacgaagaa gtttgacgag 
720 

ctcctgcacc tggcctcgag gggccagcac agcaatgtgg acatgctggt gcgggacgtc 
780 

tacggcggcg cccaccagac tctcgggctg agcgggaacc tcatcgccag cagcttcggg 

840 _ . 

aagtcggcca ccgccgacca agagttctcc aaagaagaca tggcgaagag cctgctgcac 

900 

atgatca 
907 

<210> 4372 
<211> 302 
<212> PRT 

<213> Homo sapiens 
<400> 4372 

Thr Phe Lys Met Ala Glu Cys Gly Ala Ser Gly Ser Gly Ser Ser Gly 
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ttctcttgat tccgtgacac ccggtttatt agttcaaaag tgtgacacct tttctgggca 



1020 



aggaacagcc cctttaagga gcaaatcact tctgtcacag ttattatggt aatatgaggc 



1080 



aatctgatta gcttcacaga ctgagtctcc acaacaccaa aatatccaga tgtaaacccc 



1140 

aaacttgtac acaaaagaaa gcacagattg tttacctgtt gtggatttta gatgtaacaa 
1200 

atgtttatac aaatacatac atgtacacca tgtttcaaat actaaataaa tagagtttaa 

1260 

tgcc 

1264 

<210> 4370 
<211> 322 
<212> PRT 

<213> Homo sapiens 
<400> 4370 

Ala Gin Leu Ala Asn Pro Glu He Pro Leu Gly Ser Ala Glu Gin Phe 

1 5 10 15 . 

Leu Leu Thr Leu Ser Ser He Ser Glu Leu Ser Ala Arg Leu His Leu 

20 25 30 

Trp Ala Phe Lys Met Asp Tyr Glu Thr Thr Glu Lys Glu Val Ala Glu 

35 40 45 

Pro Leu Leu Asp Leu Lys Glu Gly He Asp Gin Leu Glu Asn Asn Lys 

50 55 60 

Thr Leu Gly Phe He Leu Ser Thr Leu Leu Ala He Gly Asn Phe Leu 
65 ,70 75 80 

Asn Gly Thr Asn Ala Lys Ala Phe Glu Leu Ser Tyr Leu Glu Lys Val 

85 .90 95 

Pro Glu Val Lys Asp Thr Val His Lys Gin Ser Leu Leu His His Val 

100 105 HO 

Cys Thr Met Val Val Glu Asn Phe Pro Asp Ser Ser Asp Leu Tyr Ser 

115 120 125 

Glu He Gly Ala He Thr Arg Ser Ala Lys Val Asp Phe Asp Gin Leu 

130 135 140 

Gin Asp Asn Leu Cys Gin Met Glu Arg Arg Cys Lys Ala Ser Trp Asp 
145 150 155 160 

His Leu Lys Ala He Ala Lys His Glu Met Lys Pro Val Leu Lys Gin 

165 170 175 

Arg Met Ser Glu Phe Leu Lys Asp Cys Ala Glu Arg He He He Leu 

180 185 190 

Lys He Val His Arg Arg He He Asn Arg Phe His Ser Phe Leu Leu 

195 200 205 

Phe Met Gly His Pro Pro Tyr Ala He Arg Glu Val Asn He Asn Lys 

210 215 220 

Phe Cys Arg He He Ser Glu Phe Ala Leu Glu Tyr Arg Thr Thr Arg 
225 230 235 240 

Glu Arg Val Leu Gin Gin Lys Gin Lys Arg Ala Asn His Arg Glu Arg 

245 250 255 

Asn Lys Thr Arg Gly Lys Met He Thr Asp Ser Gly Lys Phe Ser Gly 

260 265 270 

Ser Ser Pro Ala Pro Pro Ser Gin Pro Gin Gly Leu Ser Tyr Ala Glu 
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xia°Leu 3 G?y Arg Gly Met Ala Leu Arg Asp Cys Thr Arg Arg Lys Glu 

5 10 15 

Leu Gly Pro Ala Gly Leu Leu Gin Val Glu Phe Pro Glu Ala Arg lie 

Phe Glu Glu Tnr Leu Asn lie Leu lie Tyr Glu Thr Pro Arg Gly Pro 

35 40 45 

Asp Pro Ala Leu Leu Glu Ala Thr Gly Gly Ala Ala Gly Ala Gly Gly 

50 55 60 

Ala Gly Arg Gly Glu Asp Glu Glu Asn Arg Glu His Arg Val Arg Arg 

lie His Val Arg Arg His He Thr His Asp Glu Arg Pro His Gly Gin 

85 90 95 

Gin He Val Phe Lys Asp 
.100 

<210> 4369 
<211> 1264 
<212> DNA 

<213> Homo sapiens 

gctcagcSgg ccaaccctga aatccccctg ggcagtgcag agcagttcct cctcaccctg 

tcctccatca gcgagctctc tgcacgactt cacctctggg cattcaaaat ggattatgaa 

actacagaaa aggaagtagc agaaccactc ctggacctga aggaaggaat agaccagttg 

.gag.ac.ata aaaccttggg ctttatcctg tctactctct tagccattgg gaactttcta 

aatggaacta atgccaaagc gtttgagtta agctacctcg agaaggttcc agaagtcaaa 

gacacagtgc acaagcagtc gcttctccac catgtgtgca ccatggtggt agaaaacttc 

ccagacagct ccgatctgta ctcggagatc ggggccatca ccaggtcage caaggttgac 

"tgatcaac ttcaggataa tttatgtcag atggagagaa gatgcaaagc ttcatgggat 

cacctcaagg caattgcaaa acatgaaatg aaaccagttt taaaacaacg gatgtcagag 

ttcctgaaag actgtgcaga gcgaattata attttaaaga ttgtccatag aaggataatc 

aacagattcc actccttttt actctttatg ggccatccac cttatgcaat tcgggaagtg 

lacataaaca aattctgcag gattattagt gaatttgcac tagagtatcg cacaaccagg 

gaaagggttt tgcagcagaa acagaaacgg gccaaccaca gagagagaaa taagaccaga 

gggaagatga tcaccgattc tggcaagttc tccggcagtt ctccggcgcc cccaagccag 
840 

ccgcagggtc tgagctatgc ggaggacgcg gctgagcacg agaacatgaa ggctgtgctg 

aaaacctcgt ccccctccag gagtcccctg cacatacctt ctccatcgtg tcagctgtgt 
960 
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65 70 75 80 

Arg Glu Gly Asp Lys Leu Val Ala Val Leu Glu Asn Glu Tyr Thr Gly 

85 90 95 

Ala Lys Glu Glu Arg Val Val Asp Gin Val Val Val Glu Asn Gly Val 

100 105 110 

Arg Pro Asp Glu Glu lie Tyr Tyr Gly Leu Lys Glu Gly Ser Arg Asn 

115 120 125 

Lys Gly Gin lie Asp Val Glu Ala Leu Phe Ala lie Lys Pro Gin Pro 

130 135 140 

Ser Leu Asn Thr Leu Asn Glu Glu Ala Ala Gly Asp 
145 150 155 

<210> 4367 
<211> 852 
<212> DNA 

<213> Homo sapiens 
<400> 4367 

nncctaggca gggggatggc cctgcgtgac tgcaccagaa ggaaggagct ggggccggct 
60 

ggccttttgc aggtggaatt tccagaggcc cggatcttcg aggagaccct gaacatcctc 
120 

atctacgaga ctccccgggg cccagaccca gccctcctgg aggccacagg gggagcagct 
180 

ggagctggtg gggctggccg cggggaggat gaagagaacc gagagcaccg tgtccgcagg 
240 

atccatgtcc ggcgccatat cacccacgac gagcgtcctc atggccaaca aattgtcttc 
300 

aaggactgac ctctgaccct ccccctgcct tcctcttgcc ttgggaccca gtccctctct 
360 

ctttccctcc ccttcccaga cttttgcccc ggctctgctg gccaagtcgt gggtcctcct 
420 

ctgtcccttc attgcatggc acagctcact ttggcccttc tccacccgtc ccaaccccat 
480 

tgctaacaac atggtacatt ccggccccac cactcagagc cttccgaagc caacacttgt 
540 

ccccaccctg gccctgcgtc cttccctctc cagctggtta agagggattt agaattccct 
600 

ttctcttttt ttagtgcatc gtccatgcca aagtgtgcgg cccttcctga catcaccaca 
660 

gtctgagcag cctcccgcgt cctgcagggt agtccgcccc ctcctcccca ccatcctccc 
720 

tacctcctta actttgtact agactggcct gggcctgccc agctcagcgt tatcagtctg 
780 

tttcatatta tttattattt taattttcta ttaaattatt gaaataaagt taagttgaga 
840 

aactaaaaaa aa 
852 

<210> 4368 

<211> 102 

<212> PRT 

<213> Homo sapiens 
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<211> 75 
<212> PRT 

<213> Homo sapiens 
<400> 4364 

Asp Arg Arg Thr Asp Val Lys Leu Pro Arg Thr Arg Phe Cys Leu Ser 

15 10 15 

Lys Val Ala Gin Ala Leu Phe Ser Val Leu Gly Lys Pro Ala Val Ser 

20 25 30 

Phe Arg Gly Gin Leu Val Gin Pro Ala Gly Ser Val Gin lie Pro Asp 

35 40 45 

Asn His Ser Ser Thr Arg Ala Gin Arg Pro Gly Pro Gly Gly Arg Ser 

50 55 60 

Ser Ala Cys Val Pro Thr Ser Thr Ser Met Arg 
65 70 75 

<210> 4365 
<211> 469 
<212> DNA 

<213> Homo sapiens 
,<400> 4365 

gacgtgctcg atggcaaggt cgcaccgggc aagaacgtgc cggtctacga caccatctgc 
60 

gagttcaccg gcatgtcggt cgccgacttc ctcgctgaca agggcagcca ggttgagatc 
120 

gtcaccgacg acatcaagcc gggtgtggcg attggcggta cgtcgttccc gacctactac 
180 

cgcagcatgt acccgaaaga agtgatcatg accggcgaca tgatgctgga aaaggtctat 
240 

cgcgagggcg acaagctggt ggcggtgctg gagaacgaat acaccggcgc caaggaagag 
300 

cgggtggtcg accaggtggt ggtggagaac ggtgtgcgtc cggatgagga aatctactac 
360 

gggctcaagg aaggttcgcg caacaagggc cagatcgatg tcgaagccct gttcgcgatc 
420 

aagccgcagc cttcgctgaa tactcttaat gaagaggcag cgggtgacg 
469 

<210> 4366 
<211> 156 
<212> PRT 

<213> Homo sapiens 



<400> 4366 



Asp 


Val 


Leu Asp Gly 


Lys 


Val Ala Pro Gly 


Lys 


Asn 


val 


Pro 


Val 


Tyr 


1 




5 




10 










15 




Asp 


Thr 


lie Cys Glu 


Phe 


Thr Gly Met Ser 


Val 


Ala 


Asp 


Phe 


Leu 


Ala 




20 




25 








30 






Asp Lys Gly Ser Gin 


val 


Glu He Val Thr 


Asp 


Asp 


He 


Lys 


Pro Gly 






35 




40 






45 








Val 


Ala 


He Gly Gly 


Thr 


Ser Phe Pro Thr 


Tyr 


Tyr 


Arg 


Ser 


Met 


Tyr 




50 






55 




60 










Pro 


Lys 


Glu Val He 


Met 


Thr Gly Asp Met 


Met 


Leu 


Glu 


Lys 


Val 


Tyr 
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100 105 110 

lie Gly He Asn 
115 

<210> 4363 

<211> 1222 

<212> DNA 

<213> Homo sapiens 

<400> 4363 

tttttttttt tttttttttt tttttttttt tttttttttt tttttgagat ttcccaggac 
60 

tggctttaat ttgaaaaatc tgattggggt ctcttcccgt atcagagaag gaacagccca 
120 

agctatgacc ccagggccag ggaattcagt ccccaccaga ccctgtcatt ccatcactag 
180 

ggggtaattc caggctcccc ctgccagccc tgagacagga ggacggatgt gaagttgccc 
240 

aggactagat tctgtctctc caaagtggcc caagccctgt tctctgtact agggaagcca 
300 

gctgtgtctt ttcgaggaca gttggtccag ccagcaggct cagttcagat accagacaac 
360 

cattccagca cgagggctca gcgccctggc cccggcggtc gctccagtgc ctgtgtgccc 
420 

accagcacat ccatgaggta gtccaattcg gcctcgtcca gctccggagc ttcctccttg 
480 

cccggcccat cctcagggcc tggtttgagg ccctcagagg ctggtgccca aagttcattg 
540 

tcatacatag aggtgtcaat atcctcaaac aggccctcga gcccatcgtc cagtagacag 
600 

ccagtggctg ggcccagcag gtccaaggca cccaggctgg gcgctgctcc cccgatgcta 
660 

cggcctggtg gcccctcgtc tgccaagggt tggggagcct gactcaggcc ctcaatgtgg 
720 

"ctgaggtcct ccaggaggct ggccatggag gctgaaaggg cagcgtccga gcttgccagt 
780 

aagttgtcag ccacactggg ggctgcaggt gggctaggca caggtggcag ggcagccgcg 
840 

ggtgccatgg acgccnntgg atgcgccgca gagtgttcac gaccagcacc aggtgccgca 
900 

ggtccggctc actctgctgc aggctgtggt nggagcttga gcactgagag gtcaaagagg 
960 

gagctagagg ccacggccgg gggtgcctgt gccaccgctg cgtggccagg atctagccac 
1020 

caggagtcga ctgccagagg ttccttctcc tcctcctcct cccgtttccg cttcagaccc 
1080 

ttgctcagca tcttgctcac tagcggccaa tcagaacgaa gaggtagcca cccacaacca 
1140 

atcaggaaac ggcggcggca gcatcgcttg ttggctgtcc tccggaaacc cgcgcctggg 
1200 

tcgcgagacg cagttctagc ga 
1222 

<210> 4364 



3557 



WO 00/58473 



PCT/US00/08621 



610 620 
Leu Arg Val Trp Ser Met Asp Asn Met He Cys Thr Gin Thr Leu Leu 
625 630 635 640 

Arg His Gin Gly Ser Val Thr Ala Leu Ala Val Ser Arg Gly Arg Leu 

645 650 655 

Phe Ser Gly Ala Val Asp Ser Thr Val Lys Val Trp Thr Cys 
660 665 670 

<210> 4361 

<211> 574 

<212> DNA 

<213> Homo sapiens 

nggatccaga acccattgct atcaggctgt acagccttca atcacaacgg gaacctgctg 

gtcacagggg cagctgatgg cgtcatccgg ctgtttgaca tgcagcagca tgagtgcgcg 

atgagctgga gggcccacta cggggaggtc tactctgtgg agttcagcta tgatgagaac 

iccgtgtaca gcatcggcga ggacgggaag gtaggcggct ccaggattca gataagagag 

caccgggatg acatgtgggc cggctgcagg ttgtggccat acctgttact agctctgcaa 
300 

cctggggcct ctttttgcag ctttgttatc tgtagaatag ggataaacta gtaattcgtc 

ttacaatcct tgcgaggttt tagtgaattc agtgggagtt ggctatcctt atgaaaggaa 
420 

gtaccaaaaa ttactcatct taccatagat gtatctgtgg ggtctggatt tagggctgag 
480 

tttgctttgc tgggcttggt agtgagtggt cccaggacca ctcatggatg tgtagtttgc 
540 

tgagtggctg gggacagctt cttacatgtg taca 
574 

<210> 4362 
<211> 116 
<212> PRT 

<213> Homo sapiens 

<400> 4362 
Xaa He Gin Asn Pre 

1 5 
Gly Asn Leu Leu Val 
20 

Asp' Met Gin Gin His 
35 

Glu Val Tyr Ser Val 
50 

He Gly Glu Asp Gl} 
65 

His Arg Asp Asp Met 
85 



Leu Leu Ser 


Gly 


Cys 


Thr 


Ala 


Phe 


Asn 


His 


Asn 






10 










15 




Thr Gly Ala 


Ala 


Asp 


Gly Val 


He 


Arg 


Leu 


Phe 


25 










30 






Glu Cys Ala 


Met 


Ser 


Trp 


Arg 


Ala His Tyr Gly 


40 










45 








Glu Phe Ser 


Tyr 


Asp 


Glu 


Asn 


Thr 


Val 


Tyr 


Ser 


55 








60 










Lys Val Gly 


Gly 


Ser 


Arg 


He 


Gin 


He 


Arg 


Glu 


70 






75 










80 


Trp Ala Gly 


Cys 


Arg 


Leu 


Trp 


Pro 


Tyr 


Leu 


Leu 




90 










95 




Gly Ala Ser 


Phe 


Cys 


Ser 


Phe 


Val 


He 


Cys 


Arg 
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180 

Arg Val Ala Gly 
195 

Gly Cys Pro Phe 
210 

Ser Cys Asp Tyr 
225 

Pro Leu Leu Arg 

lie Lys. Cys Pro 
260 

Asp Thr Tyr Glu 
275 

Glu Phe Leu Gin 
290 

Leu Ala Gin Lys 
305 

Lys Leu Ser Glu 

Phe Asp Val Leu 
340 

Glu Phe Arg Arg 
355 

Asn Ala Arg Leu 
370 

lie Phe Lys Cys 
385 

Cys Leu Cys Val 

Asp Lys Thr lie 
420 

Lys Thr Leu Glu 
435 

Gly Cys Lys Leu 
450 

Asp lie Gin Asn 
465 

Pro Val Cys Thr 

Leu Lys Ala lie 
500 

Lys Lys Glu Leu 
515 

Ala Gin Ser Tyr 
530 

Asp He Arg Thr 
545 

Ser Val Tyr Ser 

Tyr Glu Asn Leu 
580 

Arg Thr Leu Thr 
595 

Ser Thr Pro Asp 



Ser Gly Lys Pro 
200 

Thr He Lys Leu 
215 

Arg Pro Val Arg 
230 

Met Asn Leu Glu 
245 

His Ser Lys Tyr 

Thr His Leu Glu 
280 

Gin Thr Asp Asp 
295 

Asp Gin Glu He 
310 

Lys He Asp Gin 
325 

Asp Glu Asn Gin 

Asp Ala Ser Met 
360 

Asn Met Gly He 
375 

Lys Gly Thr Phe 
390 

Tyr Ser Met Gly 
405 

Lys Val Trp Asp 

Gly His Asp Gly 
440 

Tyr Ser Gly Ser 
455 

Leu Gin Lys Val 
470 

Leu Val Ser Ser 
485 

Lys Val Trp Asp 

Thr Gly Leu Asn 
520 

Leu Tyr Ser Gly 
535 

Leu Asp Cys He 
550 

He Ala Val Thr 
565 

He His Val Trp 

Gly His Val Gly 
600 

Gin Thr Lys Val 



185 

Pro He Phe Glu 

Ser Ala Arg Lys 
220 

Cys Pro Asn Asn 
235 

Ala His Leu Lys 
250 

Gly Cys Thr Phe 
265 

Thr Cys Arg Phe 

Arg Phe His Glu 
300 

Ala Phe Leu Arg 
315 

Leu Glu Lys Ser 
330 

Ser Lys Leu Ser 
345 

Leu Asn Asp Glu 

Leu Gly Ser Tyr 
380 

Val Gly His Gin 
395 

Asp Leu Leu Phe 
410 

Thr Cys Thr Thr 
425 

He Val Leu Ala 

Ala Asp Cys Thr 
460 

Asn Thr lie Arg 
475 

His Asn Val Leu 
490 

He Val Gly Thr 
505 

His Trp Val Arg 

Ser Tyr Gin Thr 
540 

His Val Leu Gin 
555 

Asn His His He 
570 

Asp He Glu Ser 
585 

Thr Val Tyr Ala 
Phe Ser Ala Ser 



190 

Val Asp Pro Arg 
205 

Asp His Glu Gly 

Pro Ser Cys Pro 
240 

Glu Cys Glu His 
255 

He Gly Asn Gin 
270 

Glu Gly Leu Lys 
285 

Met His Val Ala 

Ser Met Leu Gly 
320 

Leu Glu Leu Lys 
335 

Glu Asp Leu Met 
350 

Leu Ser His He 
365 

Asp Pro Gin Gin 

Gly Pro Val Trp 
400 

Ser Gly Ser Ser 
415 

Tyr Lys Cys Gin 
430 

Leu Cys He Gin 
445 

He lie Val Trp 

Ala His Asp Asn 
480 

Phe Ser Gly Ser 
495 

Glu Leu Lys Leu 
510 

Ala Leu Val Ala 
525 

He Lys He Trp 

Thr Ser Gly Gly 
560 

Val Cys Gly Thr 
575 

Lys Glu Gin Val 
590 

Leu Ala Val He 
605 

Tyr Asp Arg Ser 
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ggatcagcaa acacgataga ggagaccagt cagtacttct tggagggggc aggaggagag 
3060 

aggaaaaggg agggcgagaa tgaccacaca acacagcctt ggaccatgag cagaagcgtc 
3120 

cgtgggaact ccactggggt ggatgggctg cctgcacagc ccctggagag ggggccaggc 
3180 

acaccctcag aggagctgca agcccgtggc ctggcctgct acatgccctg cttccacgtg 
3240 

gctgccacgc tgacacaccc acattcacca aacccacccg cgccctggga cgcagccacg 
3300 

ccaggaggag gacacggccg ccgagagcaa ggcacaacct cgagttcttg gggcgcagag 
3360 

aacttaggag agaagcacgg aggagccccc ggcagagcac ccgcccccgg gccccagcct 
3420 

tccacctgtg ctagcagcct ggggcctcca ctctggccgg aggaaggacc gcaggcagac 
3480 

agcctgggcc tctaacagct tttgtccgga gctagacttc gtgtcctttc agttggtaaa 
3540 

tggttttcta tagaatcaat aatatttctt tctttaaata tatatttgtt aaagttatac 
3600 

ctttttgttt ctctggggaa atccgcctca gctcattccc aataaattaa tactcttgaa 

3660 

a 

3661 

<210> 4360 

<211> 670 

<212> PRT 

<213> Homo sapiens 

<400> 4360 

Met Ser Ser Gly Lys Ser Ala Arg Tyr Asn Arg Phe Ser Gly Gly Pro 

1 5 10 15 

Ser Asn Leu Pro Thr Pro Asp Val Thr Thr Gly Thr Arg Met Glu Thr 

20 25 30 

Thr Phe Gly Pro Ala Phe Ser Ala Val Thr Thr lie Thr Lys Ala Asp 

,35 40 45 

Gly Thr Ser Thr Tyr Lys Gin His Cys Arg Thr Pro Ser Ser Ser Ser 

50 55 60 

Thr Leu Ala Tyr Ser Pro Arg Asp Glu Glu Asp Ser Met Pro Pro lie 
65 70 IS 80 

Ser Thr Pro Arg Arg Ser Asp Ser Ala lie Ser Val Arg Ser Leu His 

85 90 95 

Ser Glu Ser Ser Met Ser Leu Arg Ser Thr Phe Ser Leu Pro Glu Glu 

100 105 HO 

Glu Glu Glu Pro Glu Pro Leu Val Phe Ala Glu Gin Pro Ser Val Lys 

115 120 125 

Leu Cys Cys Gin Leu Cys Cys Ser Val Phe Lys Asp Pro Val lie Thr 

130 135 140 

Thr Cys Gly His Thr Phe Cys Arg Arg Cys Ala Leu Lys Ser Glu Lys 
145 150 155 160 

Cys Pro Val Asp Asn Val Lys Leu Thr Val Val Val Asn Asn lie Ala 

165 170 175 

Val Ala Glu Gin He Gly Glu Leu Phe He His Cys Arg His Gly Cys 
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acctacaagt gtcagaagac actggagggc 
1440 

caggggtgca aactctacag cggctctgca 
1500 

aacctgcaga aggtgaacac catccgggcc 
1560 

tcacacaacg tgctcttcag cggctccctg 
1620 

actgagctga agttgaagaa ggagctcaca 
1680 

gctgcccaga gctacctgta cagcggctcc 
1740 

acccttgact gcatccacgt cctgcagacg 
1800 

acaaatcacc acattgtctg tggcacctac 
1860 

tccaaggagc aggtgcggac cctcacgggc 
1920 

atctcgacgc cagaccagac caaagtcttc 
1980 

tggagtatgg acaacatgat ctgcacgcag 
2040 

gcgctggctg tgtcccgggg ccgactcttc 
2100 

tggacttgct aacaggatcc aggccaggct 
2160 

tctgagccag gctggccaca tggggtggtc 
2220 

gtggacaggc tctggcagcc gggcagtgcc 
2280 

ctactcggca ctgtccttgc tgcccagccc 
2340 

cggcccaccc tccatcccca ccctccatcc 
2400 

tcaccttttc taccgttttt agactgtatg 
2460 

tgctccacag actgtggctg tgagtgggga 
2520 

gccttgaggt tggtgtgcac aggcactggc 
2580 

cctttggtgg accccaggac ttcggcccac 
2640 

actcgtcaca cccaagctgc tggcctccag 
2700 

aaagtgagcc aggcacctct gtttcctgct 
2760 

cagacctccc ctgcccacct gctggagccc 
2 820 

gggggacagc tgggcacgtc cactcgcagg 
2880 

cctgcacgcc gggacgccac ctccgccagc 
2940 

ggttttcggc attttttaaa tttttttttt 
3000 



catgatggca tcgtgctggc tctctgcatc 
gactgcacca tcattgtgtg ggacatccag 
catgacaacc cggtgtgcac gctggtctcc 
aaggccatca aggtctggga catcgtgggc 
ggcctcaacc actgggtgcg ggccctggtg 
taccagacaa tcaagatctg ggacatccga 
tctggtggca gcgtctactc cattgctgtg 
gagaacctca tccacgtgtg ggacattgag 
cacgtgggca ccgtgtatgc cctggcggtc 
agtgcatcct acgaccggtc cctcagggtc 
accctgctgc gtcaccaggg cagtgtcacc 
tcaggggctg tggatagcac tgtgaaggtt 
gtggtttccc ctgaaccagc cctggacctt 
tcggggtttc tgcctgcccc gtgggcatag 
ctccccgtcc catgctcggc gagcctccct 
ctctctgggt gccaggtacg acgcttgccc 
ccaccctaga tggagcgagg gcctttttac 
tagatttggt tacctcctgg ttgaaataaa 
cagctcctcg ggacaagggg gctgtgtgtg 
tgctgtgagt gggggggcat ggggcagttt 
tccggggcct cccctccctg ctaggaggca 
tcccatctcc cccaacacat gtgcccccaa 
gtttattgac agccgacgga gcgccttgcc 
agcctgtgcc gccctctgag gagaggcctg 
gaaacacggg gtgagacagc aggaaggggc 
cgcctccacc cgccccacac cacaatcgct 
aagaaacgtc aaagttgtgc ccaacactgt 
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115 

<210> 4359 

<211> 3661 

<212> DNA 

<213> Homo sapiens 

<400> 4359 

ncggccgagg gggcatcatg aagcgggctg gcggcgctgc gtcccgggcg gccgcgggcg 
60 

ggaggtgctt cccaaggacc gtagatgcct ctctagagca tgagctcagg caagagtgcc 
120 

cgctacaacc gcttctccgg ggggcccagc aatcttccca ccccagacgt caccacaggg 
180 

accagaatgg aaacgacctt cggacccgcc ttttcagccg tcaccaccat cacaaaagct 
240 

gacgggacca gcacctacaa gcagcactgc aggacaccct cctcctccag cacccttgcc 
300 

tactccccgc gggacgagga ggacagcatg ccccccatca gcactccccg ccgctccgac 
360 

tccgccatct ctgtccgctc cctgcactca gagtccagca tgtctctgcg ctccacattc 
420 

tcactgcccg aggaggagga ggagccggag ccactggtgt ttgcggagca gccctcggtg 
480 

aagctgtgct gtcagctctg ctgcagcgtc ttcaaagacc ccgtgatcac cacgtgtggg 
540 

cacacgttct gtaggagatg cgccttgaag tcagagaagt gtcccgtgga caacgtcaaa 
600 

ctgaccgtgg tggtgaacaa catcgcggtg gccgagcaga tcggggagct cttcatccac 
660 

tgccggcacg gctgccgggt agcgggcagc gggaagcccc ccatctttga ggtggacccc 
720 

cgagggtgcc ccttcaccat. caagctcagc gcccggaagg accacgaggg cagctgtgac 
780 

tacaggcctg tgcggtgtcc caacaacccc agctgccccc cgctgctcag gatgaacctg 
840 

.gaggcccacc tcaaggagtg cgagcacatc aaatgccccc actccaagta cgggtgcaca 
900 

tttattggga atcaggacac ctatgagaca cacttagaaa catgccgctt cgagggcctg 
960 

aaggagtttc tgcagcagac ggatgaccgc ttccacgaga tgcatgtggc tctggcccag 
1020 

aaggaccagg agatcgcctt cctgcgctcc atgctgggaa agctctcgga gaagatcgac 
1080 

cagctagaga agagcctgga gctcaagttt gacgtcctgg acgaaaacca gagcaagctc 
1140 

agcgaggacc tcatggagtt ccggcgggac gcatccatgt taaatgacga gctgtcccac 
1200 

atcaacgcgc ggctgaacat gggcatccta ggctcctacg accctcagca gatcttcaag 
1260 

tgcaaaggga cctttgtggg ccaccagggc cctgtgtggt gtctctgcgt ctactccatg 
1320 

ggtgacctgc tcttcagtgg ctcctctgac aagaccatca aggtgtggga cacatgtacc 
1380 



3552 



WO 00/58473 



PCT/US00/08621 



435 

Lys Asn Ser Ala Lys 
450 

Asp Leu Asp Lys Lys 
465 * 

Thr Met Lys Arg Asp 
485 

Thr Gly Lys Cys Glu 
500 



440 

Glu Glu Thr Lys Phe Ala 
455 

Glu Asn Gly Leu Arg Asp 
470 475 
Gly Ser Leu His Val Thr 
490 J 

Ala He Ser He Glu He 
505 



445 

Gin Val Val Leu Gin 
460 

He Leu Ala Val Leu 
480 

Cys Thr Asp Gin Glu 
495 

Ala Ser 



<210> 4357 

<211> 421 

<212> DNA 

<213> Homo sapiens 

<400> 4357 

cggccgggcc tgtttgttgg agctgcatcc tcctcatctg caggcgctgg aaaaccagac 
60 

acgatcggac atgcatgtgg ttctgcggcc aaagcacgcc ctttggttgt gaacttcatg 
120 

atacctgtgt gcagctctgt catttccact ctgctctgct gcacagaagg cagaagccct 
180 

ggccgtcccc tgctgtgttc ttcaggagaa acgtcagggg ccttcctcca aggttctcca 
240 

gccccacacc cctgtggagg aaggtgctct ccaccgcggt agtgggggcg cccctgctcc 
300 

tcggagcccg ctatgtcatg gcagaggcac gggagaagag gaggatgcgg ctcgtggtgg 
360 

atggcatggg gcgcttttgc aggtctctaa aggtcggcct gcagatctcc ctggactact 
420 

g 

421 

<210> 4358 

<211> 115 

<212> PRT 

<213> Homo sapiens 



<400> 4358 



Met 


Trp 


Phe. 


Cys 


Gly 


Gin 


Ser 


Thr 


Pro 


Phe Gly Cys Glu 


Leu 


His. 


Asp 


1 








5 










10 




15 




Thr 


Cys 


Val 


Gin 
20 


Leu 


Cys 


His 


Phe 


His 
25 


Ser Ala Leu Leu 


His 
30 


Arg 


Arg 


Gin 


Lys 


Pro 
35 


Trp 


Pro 


Ser 


Pro 


Ala 
40 


Val 


Phe Phe Arg Arg 
45 


Asn 


Val 


Arg 


Gly 


Leu 


Pro 


Pro 


Arg 


Phe 


Ser 


Ser 


Pro 


Thr Pro Leu Trp 


Arg 


Lys 


Val 


50 










55 






60 








Leu 


Ser 


Thr 


Ala 


Val 


Val 


Gly 


Ala 


Pro 


Leu Leu Leu Gly 


Ala 


Arg 


Tyr 


65 










70 








75 






80 


Val 


Met 


Ala 


Glu 


Ala 
85 


Arg 


Glu 


Lys 


Arg 


Arg Met Arg Leu 
90 


Val 


Val 
95 


Asp 


Gly 


Met 


Gly 


Arg 
100 


Phe 


Cys 


Arg 


Ser 


Leu 
105 


Lys Val Gly Leu 


Gin 
110 


He 


Ser 



Leu Asp Tyr 
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1 

Val Tyr Lys Asp 
20 

Arg Val Thr Pro 
35 

Gly Leu Ala Ala 
50 

Met Lys Val Lys 
65 

Gin Lys Tyr lie 

Lys Leu Arg Tyr 
100 

Pro Glu Asp Val 
115 

His Ser Val Leu 
130 

Phe Asp Phe Gly 
14 5 

Ala Ala Gly Phe 

Leu Leu Ala Tyr 
180 

He Leu Val Phe 
195 

Glu Val Asn Ser 
210 

Asn He Gly Gly 
225 

Ser Glu Phe Gin 

Ala Met Met Lys 
260 

Ser Thr Leu Gly 
275 

Gin Asp Phe Asp 
290 

Ser Pro Leu Phe 
305 

Gin Asn Gly Phe 

Gly Ser Ser Arg 
340 

Pro Ala Val Glu 
355 

He Gly Ala Ala 
370 

Leu Val Glu Asp 

385 . 

Val Lys Gly Val 

Pro Ser Gly Thr 
420 

Pro Gly Ser He 



5 



Gly 


Arg 


Ala 


Gly 


Ala 


Val 


Val 


Ala 








40 


Lys 


Gin 


Ser 


Arg 






55 




Gin 


He 


Leu 


Gly 




f U 






Ala 


Glu 


Ser 


Lys 


85 








Glu 


He 


Asp 


Thr 


Ala 


Arg 


Leu 


He 








120 


Gly 


Ser 


Asp 


.Ala 






135 




Glu 


Lys 


Gin 


Lys 




150 






Asn 


Val 


Leu 


Arg 


165 








Gly 


He 


Gly Gin 


Lys 


Leu 


Gly Gly 








200 


Gly 


He 


Tyr 


Arg 






215 




Ala 


His 


Phe 


Thr 




230 






Arg 


Ser 


Phe 


Lys 


245 








Leu 


Thr 


Asn 


Ser 


Ser 


Ala 


Asn 


Cys 








280 


Cys 


Asn 


Val 


Ser 






295 




Asn 


Lys 


Cys 


He 




310 






Thr 


Ala 


Asp 


Asp 


325 








He 


Pro 


Lys 


Leu 


Leu 


Leu 


Asn 


Ser 








360 


He 


Glu Ala Gly 






375 




Ser 


Leu 


Met 


He 




390 






Asp 


Glu 


Ser 


Gly 


405 








Pro 


Leu 


Pro 


Ala 


Ser 


Ser 


Val 


Cys 



10 

Val Val Ala Asn 
25 

Tyr Ser Glu Asn 

He Arg Asn He 
60 

Arg Ser Ser Ser 
75 

Cys Leu Val He 
90 

Gly Glu Glu Thr 
105 

Phe Ser Lys Met 

Asn Asp Val Val 
140 

Asn Ala Leu Gly 
155 

Leu He His Glu 
170 

Asp Ser Pro Thr 
185 

Thr Ser Leu Ser 

Val Leu Ser Thr 
220 

Glu Thr Leu Ala 
235 

His Asp Val Arg 
250 

Ala Glu Val Ala 
265 

Phe Leu Asp Ser 

Arg Ala Arg Phe 
300 

Glu Ala He Arg 
315 

He Asn Lys Val 
330 

Gin Gin Leu He 
345 

He Pro Pro Asp 

lie Leu He Gly 
380 

Glu Cys Ser Ala 
395 

Ala Ser Arg Phe 
410 

Arg Arg Gin His 
425 

Leu Glu Leu Tyr 



15 

Asp Ala Gly Asp 
30 

Glu Glu He Val 
45 

Ser Asn Thr Val 

Asp Pro Gin Ala 
80 

Glu Lys Asn Gly 
95 

Lys Phe Val Asn 
110 

Lys Glu Thr Ala 
125 

He Thr Val Pro 

Glu Ala Ala Arg 
160 

Pro Ser Ala Ala 
175 

Gly Lys Ser Asn 
190 

Leu Ser Val Met 
205 

Asn Thr Asp Asp 

Gin Tyr Leu Ala 
240 

Gly Asn Ala Arg 
255 

Lys His Ser Leu 
270 

Leu Tyr Glu Gly 
285 

Glu Leu Leu Cys 

Gly Leu Leu Asp 
320 

Val Leu Cys Gly 
335 

Lys Asp Leu Phe 
350 

Glu Val He Pro 
365 

Lys Glu Asn Leu 

Arg Asp He Leu 
400 

Thr Val Leu Phe 
415 

Thr Leu Gin Ala 
430 

Glu Ser Asp Gly 
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atatttagta aaatgaaaga aacggcacat tctgtattgg gctcagatgc aaatgatgta 

480 . 
gttattactg tcccgtttga ttttggagaa aagcaaaaaa atgcccttgg agaagcagct 

540 

agagctgctg gatttaatgt tttgcgatta attcacgaac cgtctgcagc tcttcttgct 
600 

tatggaattg gacaagactc ccctactgga aaaagcaata ttttggtgtt taagcttgga 
660 

ggaacatcct tatctctcag cgtcatggaa gttaacagtg gaatatatcg ggttctttca 

acaaacactg atgataacat cggtggtgca catttcacag aaaccttagc acagtatcta 

780 ^ ^ 

gcttctgagt tccaaagatc cttcaaacat gatgtgagag gaaatgcgcg agccatgatg 

840 

aaattaacga acagtgctga agtagcgaaa cattctttgt caaccttggg aagtgccaac 
900 

tgttttcttg actcattata tgaaggtcaa gattttgatt gcaatgtgtc cagagcaaga 

960 - 
tttgaacttc tttgttctcc actttttaat aagtgtatag aagcaatcag aggactctta 

1020 ' _ _ 

gatcaaaatg gatttacagc agatgatatc aacaaggttg tcctttgtgg agggtcttct 

1080 

cgaatcccaa agctacagca actgattaaa gatcttttcc cagctgttga gcttctcaat 
1140 

tctatccctc ctgatgaagt gatccctatt ggtgcagcta tagaagcagg aattcttatt 

gggaaagaaa acctgttggt ggaagactct cttatgatag agtgttcagc cagagatatt 
1260 

ttagttaagg gtgtggacga atcaggagcc agtagattca cagtgctgtt tccatcaggg 
1320 

actcctttgc cagctcgaag acaacacaca ttgcaagccc ctggaagcat atcttcagtg 
1380 

tgccttgaac tctatgagtc tgatgggaag aactctgcca aagaggaaac caagtttgca 

1440 _ _ 

caggttgtac tccaggattt agataaaaaa gaaaatggat tacgtgatat attagctgtt 

1500 

cttactatga aaagggatgg atctttacat gtgacatgca cagatcaaga aactggaaaa 
1560 

tgtgaagcaa tctctattga gatagcatct tagtgtttta gagaaatcaa gaatttttaa 
1620 

aaacaagaat atcaacattt ggttttgtgt ataagtggtg tttgtattaa aatacttttt 



1680 

caatgaactg tataaactat gttttattaa actacaatat atcagtaaaa aaaaaaaaaa 
1740 

a - 
1741 

<210> 4356 
<211> 509 
<212> PRT 

<213> Homo sapiens 
<400> 4356 

Met Ala Ala He Gly Val His Leu Gly Cys Thr Ser Ala Cys Val Ala 
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325 330 335 

Lys Gly Ser Glu Val His Leu Gin Ala Asp Pro Thr Lys Leu Glu Leu 

340 345 350 

Leu Tyr Lys Ser Phe Lys Val Lys Lys Glu Asp Phe Lys Glu Gin Gin 

355 360 365 

Lys Glu Ser He Leu Glu Lys Tyr Gly Gly Gin Glu His Leu Asp Ala 

370 375 380 

Pro Pro Ala Glu Leu Leu Leu Ala Gin Thr Glu Asp Tyr Val Glu Tyr 
385 390 395 400 

Ser Arg His Gly Thr Val He Lys Gly Gin Glu Arg Ala Val Ala Cys 

405 410 415 

Ser Lys Tyr Glu Glu Asp Val Lys He His Asn His Thr His He Trp 

420 425 430 

Gly Ser Tyr Trp Lys Glu Gly Arg Trp Gly Tyr Lys Cys Cys His Ser 
435 440 445 

- Phe Phe Lys Tyr Ser Tyr Cys Thr Gly Glu Ala Gly Lys Glu He Val 
450 455 460 

Asn Ser Glu Glu Cys He He Asn Glu He Thr Gly Glu Glu Ser Val 
465 470 475 480 

Lys Lys Pro Gin Thr Leu Met Glu Leu His Gin Glu Lys Leu Lys Glu 

485 490 495 

Glu Lys Lys Lys Lys Lys Lys Lys Lys Lys Lys His Arg Lys Ser Ser 

500 505 510 . 

Ser Asp Ser Asp Asp Glu Glu Lys Lys His Glu Lys Leu Lys Lys Ala 

515 520 525 

Leu Asn Ala Glu Glu Ala Arg Leu Leu His Val Lys Glu Thr Met Gin 

530 535 540 

He Asp Glu Arg Lys Arg Pro Tyr Asn Ser Met Tyr Glu Thr Arg Glu 
545 550 555 560 

Pro Thr Glu Glu Glu Met Glu Ala Tyr Arg Met Lys Arg Gin Arg Pro 

.565 570 575 

Asp Asp Pro Met Ala Ser Phe Leu Gly Gin 
580 585 

<210> 4355 

<211> 1741 

<212> DNA 

<213> Homo sapiens 

<400> 4355 

nggccggtag ctgttgctgt tgggggaccc cctcattcct gccgctgccg tccctgctgc 
60 

ctcatggcgg ccatcggagt tcacctgggc tgcacctcag cctgtgtggc cgtctataag 
120 

gatggccggg ctggtgtggt tgcaaatgat gccggtgacc gagttactcc agctgttgtt 
180 

gcttactcag aaaatgaaga gattgttgga ttggcagcaa aacaaagtag aataagaaat 
240 

atttcaaata cagtaatgaa agtaaagcag atcctgggca gaagctccag tgatccacaa 
300 

gctcagaaat acatcgcgga aagtaaatgt ttagtcattg aaaaaaatgg gaaattacga 
360 

tatgaaatag atactggaga agaaacaaaa tttgttaacc cagaagatgt tgccagactg 
420 
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cgtgacaccc gcggcctggg cctnttttcc agtttttatg tgagtcatgt taaaaaaggc 
2400 

cttgggttct tctaacccat taaggatgtc tctttctcca atatttattt aaggtttcaa 
2460 

acttttattt t 
2471 

<210> 4354 
<211> 586 
<212> PRT 

<213> Homo sapiens 
<400> 4354 

Met Ser Ala Thr Val Val Asp Ala Val Asn Ala Ala Pro Leu Ser Gly 

15 10 15 

Ser Lys Glu Met Ser Leu Glu Glu Pro Lys Lys Met Thr Arg Glu Asp 

20 25 30 

Trp Arg Lys Lys Lys Glu Leu Glu Glu Gin Arg Lys Leu Gly Asn Ala 

35 40 45 

Pro Ala Glu Val Asp Glu Glu Gly Lys Asp He Asn Pro His He Pro 
50 55 60 

'Gin Tyr He Ser Ser Val Pro Trp Tyr He Asp Pro Ser Lys Arg Pro 
65 70 75 80 

Thr Leu Lys His Gin Arg Pro Gin Pro Glu Lys Gin Lys Gin Phe Ser 

85 90 95 

Ser Ser Gly Glu Trp Tyr Lys Arg Gly Val Lys Glu Asn Ser He He 

100 105 110 

Thr Lys Tyr Arg Lys Gly Ala Cys Glu Asn Cys Gly Ala Met Thr His 

115 120 125 

Lys Lys Lys Asp Cys Phe Glu Arg Pro Arg Arg Val Gly Ala Lys Phe 

130 135 140 

Thr Gly Thr Asn He Ala Pro Asp Glu His Val Gin Pro Gin Leu Met 
145 150 155 160 

Phe Asp Tyr Asp Gly Lys Arg Asp Arg Trp Asn Gly Tyr Asn Pro Glu 

165 170 175 

Glu His Met Lys lie Val Glu Glu Tyr Ala Lys Val Asp Leu Ala Lys 

180 185 190 

Arg Thr Leu Lys Ala Gin Lys Leu Gin Glu Glu Leu Ala Ser Gly Lys 

195 200 1 205 

Leu Val Glu Gin Ala Asn Ser Pro Lys His Gin Trp Gly Glu Glu Glu 

210 215 220 

Pro Asn Ser Gin Thr Glu Lys Asp His Asn Ser Glu Asp Glu Asp Glu 
225 230 235 240 

Asp Lys Tyr Ala Asp Asp He Asp Met Pro Gly Gin Asn Phe Asp Ser 

245 250 255 

Lys Arg Arg He Thr Val Arg Asn Leu Arg He Arg Glu Asp He Ala 

260 265 270 

Lys Tyr Leu Arg Asn Leu Asp Pro Asn Ser Ala Tyr Tyr Asp Pro Lys 

275 280 285 

Thr Arg Ala Met Arg Glu Asn Pro Tyr Ala Asn Ala Gly Lys Asn Pro 

290 295 300 

Asp Glu Val Ser Tyr Ala Gly Asp Asn Phe Val Arg Tyr Thr Gly Asp 
305 310 315 320 

Thr He Ser Met Ala Gin Thr Gin Leu Phe Ala Trp Glu Ala" Tyr Asp 
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ccaaattctc agacggaaaa agatcataat 
780 

gatgatattg acatgcctgg acagaatttt 
840 

ctcaggattc gagaagatat tgcaaaatat 
900 

tatgatccaa aaactagagc aatgagagag 
960 

gatgaagtga gttatgctgg agataacttt 
1020 

gctcagacac agttgtttgc atgggaagcc 
1080 

gcagatccta caaagctaga gctgttgtat 
1140 

aaagaacagc agaaagaaag catcctggaa 
1200 

cctccagctg aattgctttt agcccagact 
1260 

acagtcatca aaggacagga gcgggctgtt 
1320 

atccacaatc acacacatat ctggggatcg 
1380 

tgctgtcact cttttttcaa gtattcctat 
1440 

aactctgagg agtgtattat aaatgagata 
1500 

accctcatgg agctgcatca agaaaaactg 
1560 

aagaagaagc atcgaaagag cagttcagat 
1620 

ttgaaaaagg cactgaacgc agaggaggcc 
1680 

attgatgaga ggaagcggcc ttacaatagc 
1740 

gaaatggagg catatagaat gaaacgtcag 
1800 

ggacagtagc aactagtcag aagaccatcc 
1860 

gcttcttatt gatgattgta gatagaaaaa 
1920 

taataaatat ttcagatgcc tcacagtaag 
1980 

aaagaagaag aggcacatga agtgtgcttt 
2040 

tttatttcca gtttttttta tttatttatt 
2100 

caggctgaag tgcggtggcg cgatctcggc 
2160 

ccattctcct gcctcagcct ccctagtagt 
2220 

cagctaattt tttgtatttt tagtaggaga 
2280 

cgatcttcct gaccttgtga tccacccgcc 
2340 



agtgaagatg aggatgaaga taaatatgca 
gactccaaga gacgaattac tgtccggaat 
ttgaggaatt tagatccaaa ttctgcctac 
aatccttatg ccaatgcagg aaagaatcca 
gttaggtaca caggagatac catttcaatg 
tatgacaagg gatctgaagt gcatctacag 
aagtccttca aagtcaaaaa agaagatttc 
aagtatggtg gccaagaaca tttggatgcc 
gaagactatg tggagtactc aagacatggg 
-gcctgctcta agtatgagga ggatgtgaag 
tactggaaag aaggccgatg gggatacaaa 
tgtactggag aagctgggaa ggagattgtt 
actggggaag aatctgtgaa aaaacctcaa 
aaagaggaaa agaagaagaa gaaaaagaaa 
agtgatgatg aagaaaagaa gcatgaaaaa 
cgccttcttc atgtcaagga gaccatgcag 
atgtatgaaa ctcgagaacc tactgaagag 
aggccagatg accccatggc ctctttcctt 
aagatagatg cagctgatac attcttttca 
tccttgttta ttcttcttgc tgcctggctt 
ttcactcctt tccatactga ggaaacaaga 
tgggaataga atttaaaatt ggattaagat 
ttttttgaga cggagtcttg ctctgtcgcc 
tcactgcaag ctccacctcc caggttcacg 
tggggactac agggcgcccg ccaccatgct 
cggtttcatc gtgttagcca gggatggtct 
ttcagcctcc caaagtgctg agattacagg 
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tgagatgctt agtaagtcta gagtaataaa aattcttaaa gtgttggtga actcacctct 
4680 

aaatcagttc ctgccagagt tgc 
4703 

<210> 4352 

<211> 86 

<212> PRT 

<213> Homo sapiens 

<400> 4352 

lie His Thr His Thr His Thr His Thr Asn Thr lie Phe Phe Leu Lys 

1 s 10 15 

Arg Ser Phe Ala Leu Val Ala Gin Ala Gly Val Gin Xaa Leu Gly Ser 

20 25 30 

Leu Gin Pro Pro Pro Pro Gly Phe Glu Leu Phe Ser Cys Leu Ser Phe 

35 40 45 

Gin Ser Ser Trp Gly Tyr Arg His Ser Pro Pro Arg Leu Ala Asn Phe 

50 55 60 

Ser lie Phe Ser Arg Asp Gly Val Ser Pro Cys Trp Pro Gly Trp Ser 
65 70 75 80 

Gin Thr Pro Asn Leu Lys 
85 



<210> 4353 

<211> 2471 

<212> DNA 

<213> Homo sapiens 

<400> 4353 

natggacttg gggctagctg cggcggggct ggaggaggcc agataaccat gtcagccaca 
60 

gttgtagatg cagttaatgc tgcaccccta tcggggtcca aagaaatgag tttggaagaa 
120 

ccaaagaaga tgaccagaga ggactggaga aagaagaagg agctagaaga acagcgaaaa 

180 " 4 . 

ttgggcaatg ctcctgcaga agttgatgaa gaaggaaaag acatcaaccc ccatattcct 
240 

cagtatattt cttcagtgcc atggtatatt gatccttcaa aaagacctac tttaaaacac 
300 

cagagaccac aaccagaaaa acaaaagcag ttcagctcat ctggagaatg gtacaagagg 
360 

ggtgtaaaag agaattccat aattactaag taccgcaaag gagcatgtga aaattgtggg 
-420 

gccatgacac acaaaaagaa agactgcttt gagagaccta ggcgagttgg agccaaattt 
480 

acaggtacta atatagctcc agatgaacat gtccagcctc aactgatgtt tgactatgat 
54 0 

gggaagaggg atcggtggaa tggctacaat ccagaagaac acatgaaaat tgttgaagag 
600 

tatgccaaag ttgatttggc aaaacgaaca ttgaaagccc agaaactcca agaggaatta 
660 

gcctcaggaa aattagtgga acaggctaat tctccaaaac accagtgggg agaagaggaa 
720 
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acacacacaa acacaatttt 
3060 

gtgcaanntc tcggctcact 
3120 

agcttccaga gtagctgggg 
3180 

tttagtagag acggggtttc 
3240 

tgattcgccc accttggcct 
3300 

gccccaaagt aataaatatt 
3360 

aaaggaatga gatgggggga 
3420 

ttgtgtaata gatttttcca 
3480 

ctttttaaag ccccaaaggt 
3540 

tgtaaccacc gcaatttgaa 
3600 

tagagattcc acttaagtcc 
3660 

taaacgtaac ctgttaggag 
3720 

cagtctttgc aatcagagag 
3780 

ctaaaaccaa ggaaaaaaat 
3840 

tgtgctcgtg ataggattat 
3900 

tgctactctg ctaccgagag 
3960 

aacagcaagc taaattttga 
4020 

gctaccagcc acatgtggct 
4080 

atcaatttct catttgcact 
4140 

gctactatac tgaacagcac 
4200 

tagtgctgat atagacctat 
4260 

aagacataca aatataattc 
4320 

aaaaccaaaa aacatatggt 
4380 

ctggatatca tttaaatttc 
4440 

tcggaattaa attttatgga 
4500 

acttgagaaa aactcaagga 
4560 

gagtcttcca atccagtttt 
4620 



ttttttgaaa cggagttttg 
gcaacctcca cctccaggat 
ttacaggcac tcaccaccac 
accatgttgg ccaggctggt 
cccaaaatgc tggggttaca 
atcaaaacaa ttttactatg 
agactttttt tttaatctga 
ttccctagcc ctagtatttt 
acgtatataa tacagtgagt 
gctatttctt aatttgtctt 
ctggatatga taggggacaa 
aacaaatgtc agcagctctc 
agggaggctt ttgctgctag 
ataatcttag gtgaaagtaa 
acttaggcca attctttttg 
ctatcaagat atctaggcaa 
cataccgttc tctgctatcc 
acttaaattt aaatgaatta 
agccaaatct caagcgctca 
agatatagaa catgtccctc 
caacagctat caagtctgct 
tttgaaaaag atgaccaggc 
tccaatttca aatagacttt 
tcaagtagtt taagaagtaa 
aaatgcaata cattagataa 
aaaggagaga aatgaaatca 
accagccaac tactttgttt 



ctcttgttgc ccaggctgga 
tcgagctatt ctcctgcctc 
gcctggctaa tttttctatt 
ctcaaactcc taacctcaag 
ggcatgagcc actgcgcctg 
atccaagaac aacaacaaca 
aaagatttta cttaatcaaa 
tatagcaagg aactgccctt 
ttgacagatg tacacaacag 
gagatcacgg agcaataaga 
tggttagaga gaagggtgac 
ccctcaatag tcaacctgat 
gccacactga gtacaca'gta 
tgtaacaaac aataaataat 
ccttgaagtt gaaaggggcc 
aaatattatg aaaaaacatt 
aatttatacc agatttcata 
aaattaaata aaatttaaaa 
atagctatat atgggtggta 
ctgcacaaag tgctattgga 
agctaaactg gcaaattaag 
aaaattataa tctcaagctg 
tcctgaacct gatttcaaac 
tctagcccat ttaattctat 
cacatctatc aaacttattt 
acttagactg aatgtcagat 
tgatttcaat aaattttgca 
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tttccactct gtctcaatca 
1440 

cctaaaaagt aaacattata 
1500 

catattcata cggtgtgaca 
1560 

acctgaacaa ccttttccaa 
1620 

tctaggaatt caataaatat 
1680 

atgcatctca aaccaagatg 
1740 

atactatgcc tggtcataaa 
1800 

tctagtttcc ctacatctat 
1860 

- aaagtcagtt ttttccctta 
1920 

ttttaaattt ccttacagtg 
I960 

tgataaggaa aacattttca 
2040 

cactttgtga catgtgtagt 
2100 

accctctcag gttggcttct 
2160 

aaacaatatt catgtaattc 
2220 

atttctgggg cagattagga 
2280 

actgatgata caccacccta 
2340 

caggctgatc accataaata 
2400 

ttgcatattt tataaggaga 
2460 

atactggtcc atggcctgtt 
2520 

gcttcatctg tatttacagc 
2580 

cctgtcagat cagcaggggc 
2640 

acatgtgagg gatctaggtg 
2700 

ctgtctccaa cacacccaga 
2760 

actgattcta cattatggtg 
2820 

agtagaaata aagtgcacaa 
2880 

actctgatct gtgaaaatat 
2940 

ggaccactga tttaaaatac 
3000 



gtaagaactg gatattactt 
aaaatgaacc tgaaaagagt 
ggtatttaaa gaggggaggc 
gttttcataa agttttaaca 
aattgcatat gttgtgcttt 
gtatttccac atcatgccta 
accaggtaaa cccccctacc 
taaatgagtg cttttctgtt 
tgcaccactc aaaacaagca 
ttatttcttc tagacaactg 
tcttttacat cttcctccag 
ggtgtcagca tctcttcaaa 
tgaagatcac acccagacag 
atgtggaaat ttcaggcctt 
aaatgttctt atacaataaa 
aattaagatg ttcttctatc 
tgtataaaca aaggttaaag 
cattgaaaac aggggtcccc 
aagaatcagg ccacacagca 
cagtccctgt atggctcaag 
attagattcg cacaggagcg 
gggtactcct catgagaatc 
tgggactgtc tagttgcaag 
agttatataa ttatttcatt 
taaatgtaac gcgcttgaat 
tttcttccac aaaaccagtc 
agaatggatt ccaacataat 



taatttagct actgttctgt 
cttagggagt ctgatctcac 
atcactaaag ctatttataa 
atttaaatat ccatactgca 
ccataaatta aaatcctcaa 
tttaaaagca aatataatag 
ccattcaaaa ggcagcaata 
aaaaatcaga atatggaaaa 
taatcctcta aatgtttttt 
agtgggtgga gaaagaaaag 
cccctaaaat tctcatctga 
tatagctccc ttcacgttgg 
atcacaattc tgcaagatga 
atctatttct gctcagaatg 
actcagttaa tttccggaaa 
tttatttgtt acctctagtt 
aggaagcatg tcccttgttc 
aacccctggg ccacagactg 
ggaggtcacc agtagatgaa 
ttacagcctg agctccacct 
tgaaccctat tgtgaactgc 
taatccctga tgagctgtca 
aaaacaaact cagggctccc 
atgtattaca atgtaatact 
catcccaaaa ccagcccccg 
cctggtgcca aaaaggttgg 
aaatacacac acacacacac 
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<210> 4351 

<211> 4703 

<212> DNA 

<213> Homo sapiens 

<400> 4351 

nntttttttt tttttttttt tttttaaaga aataaattta ctttaatggt actttcaaaa 
60 

agactaatcc ataacaaatt aagttatact gtatttcctt tgctacccag aaccacaggg 
120 

ctggttgtca acacatattg aagaaatgta agcaaaatac agaaagtgat gattttcaaa 
180 

aggaagagaa gaaactcctt ttcaacaaac actttatatc atttattaat gcagtataca 
240 

ttagatctaa aatctgcagt ttctaagcac accatgttta gatctttcag atccttctgc 
300 

agttttaggt tatttctaca gaggtacctt taagtgaatg aataccacat tctgtaattc 
360 

ctgaaaatat agtacagagt gaaatgattt aaatataatt taggcacata ttgattatga 
420 

aaatagatta tctctcaata caatacttct ctgtcttggt aaaaataata aagcaaagaa 
480 

aataattcat ttctgaagtt gctttccttc acttgtaaag gtctgatctc ctcccactat 
540 

gcatatgtac cctttactgt taaggaaagc tttgcatatg tagatataga agaataagct 
600 

acgtaaatac taaagatatg tcattctccc aaaggagaca caggtggttt tcaatgattc 
660 

cttgcctcat gttgatgagt ctgtagaatt cagaacccat ttggacacag ctaatatccc 
720 

tgctcttggg gtagaaaata aggacaccaa gtcattggta gggaggtaca ggcccttcct 
780 

ctgctgctgc agagagagaa tgactcaaga aaattgggct aaaatttgtt taaaaaaaaa 
840 

aaaccacaaa aaaataagta aaagaatcac aggtgctgac tgattgataa ttacatcttg 
900 

gaccagccaa atgcctttat ttttacgtct atttttttgg tggctgtaat caaatgtgtg 
960 

tttaaaattc ctcattcccc actgtagggt tctagctgca attatattac attgcctttt 
1020 

agcaggcaac tctaccatat tcactcatat aagctttgat tgcagtagct ctggatttag 
1080 

tatctatttc taagctggcc ctatgtaaac tatttggtat ttgaattaaa tgaatattaa 
1140 

tgatgcacct tggttttttt ggttttgaag tatcttccta tgcttgtgct gactgtatga 
1200 

gaaaactagg ctaatagtgt aaatagatag aattgcttga tctggtgttg agtggaactt 
1260 

gcctagaatg aaattctgag aaatgctcat ttgtaagtgt tgtagtgata ggtaagttat 
1320 

tcctccatcc agagttacac tgtacctttg gaatgacagt gatgtacaat gatgtctttc 
1380 
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ttgctcggag gtgccacggt gtttgaaatg aagcctgggg ggacagactc aggcaggcag 
1140 

gggaagctcc tttctgggca cccctggacc ccagtggggc cggaaggaga tgcagacagg 
1200 

cctcctcaca accacccgca acgcgttcgg atgcccctca gctccaggca ccatgccccc 
1260 

tacagcctgc agggcaggtt ctgtgccaga gttgtttcca gggaccccct tccgccacag 
1320 

tgggcccccc atcctggggc gtctatgcgt acgactgaaa atagacacga attttcccca 
1380 

tgatatggga attggctaca gatgtaccag aggcacggca ggcactgcta tgggccagcc 
1440 

ccaaggacag aggacgtcag gaaggaaagg cgggtgcaag cctcctggtg ccaggcctgc 
1500 

accacccagc gagcacagtc ttcattggct gccagtgtct gaaacctgga accctcgcct 
1560 

aggccaggaa gcagggggct cgagtcaggt gacaggtgag aatccatctc tctagtgagc 
1620 

aagcaggccc ctgccagcca ctggggaggg caacactggg gaccaggtca cagcccctcc 
1680 

gtgccaccca caggggcctg gctgcatcgc ctccaggaag ccctggctgc cgggaggggc 
1740 

tgcccacagg agatgggagg acagcactag ctgggcaggc ctggggcacc ctgagccacg 
1800 

agggacatgc tggtgggaag ggcaaggcct gacacaagac acaaggcaca ctttgacgac 
1860 

gtgacggagg gacaggtccc tgagacgctg ggtggctccc acccctcagc aaacaaggac 
1920 

gcaacaacag ctaggaaaat agaatacaaa aatctggtac aggaaacaga ggcggcacag 
1980 

aacctgccct gcaggctgta gggggcatgg tgcctggagc tgaggggcat ccgaacgcgt 
2040 

<210> 4350 
<211> 113 
<212> PRT 

<213> Homo sapiens 



<400> 4350 



Xaa 


Phe 


Phe 


Phe 


Leu 


Arg 


Tyr 


Lys 


Asn 


Leu Tyr Leu 


Tyr Tyr 


Asn 


Asp 


1 








5 










10 




15 




lie 


Arg 


Thr 


Gin 


His 


Gly 


Pro 


His 


Gly 


Gly Gin Val 


Ala Gly 


Gly 


Pro 








20 










25 




30 






Phe 


Pro 


Pro 


Leu 


Ala 


His 


Ala 


Pro 


Leu 


Thr Gly Thr 


Arg Pro 


Ser 


Cys 






35 










40 






45 






Gly 


Pro 


Arg 


Leu 


Trp 


His 


Gly 


Thr 


Cys 


Pro Ser Ala 


Gin His 


Gly 


Pro 




50 










55 






60 








Gly 


Ala 


Thr 


Leu 


Leu 


Ala 


Glu 


Gly 


Gin 


Gly Pro Leu 


Cys Arg 


Gin 


Trp 


65 










70 








75 






80 


Gly 


Gly 


Gly 


Pro 


Arg 


Phe 


Pro 


Asp 


Arg 


Gly Arg Gin 


Gly Thr 


Gly 


Glu 










85 










90 




95 




Pro 


Ala 


Ser 


Pro 


Ser 


Gly 


Gin 


His 


Gly 


Pro Gly Gin 


Thr Glu 


Gin 


Gly 








100 










105 




110 





Pro 
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<400> 4348 

Asp Ser Ser Gly He Ser Thr Pro Arg Pro Pro Pro Arg Gly Ser Arg 

1 5 10 15 

Ala Ala Gly Pro Ala Ala Gin Ser Arg Pro Leu Arg Pro Ala Glu Ala 

20 25 30 

Arg Gin Cys Arg Gly Arg Ser Arg Arg Arg Val Ala Arg Ser Ser Leu 

35 40 45 

Pro Ser Pro Ser Ala Arg Pro Gly Arg Gly Gly Arg Pro Gly Pro Gly 

50 55 60 

Gly Ser Ala Gly Cys Pro Gly Leu 
65 -70 

<210> 4349 

<211> 2040 

<212> DNA 

<213> Homo sapiens 

<400> 4349 

nttttttttt ttttgagata taaaaatctg tatttatatt acaatgacat aaggacacag 
60 

cacggcccac acggtggaca ggtggccggg ggcccctttc cccctctagc gcacgccccc 
120 

ctcaccggca ccaggccctc gtgtggcccc cgactctggc acggaacctg ccctagtgcc 
180 

caacatggac ctggggccac cctgctggcc gagggtcagg gtcctctgtg caggcagtgg 
240 

ggagggggtc ccaggttccc tgacagaggg aggcagggca cgggggagcc tgcctcaccc 
300 

agcggacagc acgggccggg gcagacagag cagggaccct agggccacag accggtacag 
360 

ggttccacca cccggggaca caggcccaag caccgtgcca ctaagatggg gtctgcagag 
420 

. gcaaagcctt gctgcagcct ctcccactct gcgaggatgg cgggggtctg ctatgtggtt 
480 

tgcgggggtt atcctggtat gcgggagctg ccttccaata aggctgggga acccaagcct 
540 

gagtctgggt gctcagtggc cgagagcact ggtgtgggct gggagggcac acgcagaggc 
600 

tcaggagccc cgggctctgt tctgcttctg tctgctctct atagacacgg tgatggcctc 
660 

ttggtccctg cagcctccag tgatggcagc ctgggcccct gacagggagc agtgggaggt 
720 

tggagcatgt ggtgactcct agcacgggcc cccacccagt gggcaacccc tcacccacct 
780 

gctgatggca gggaggggca gctgaacagc accccgggtg gctgagactg cctcccagtc 
840 

cacgtgggaa ccacggcctc aagagccaca ggctgagctg ccgggagggt gggctgaggg 
900 

gccaccactg gtcaccgggt ggattctgct ggtcagagat gagagcagaa gcccctagct 
960 

gcctcaggca ctggagggtg gggcagggag ctggtgcttc aagaattgag ggcagggaca 
1020 

cgaccacctc agggccctgc agtgctggct ggggaagcaa gcttttacac acggcccgcc 
1080 
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ctgaggagtg ggctgncgcg cacggccatc tccgagctcc acgggaacat gtacattgaa 
240 

ggagtacgtg cgggtgttcg atgtgacgga gcgcactgcc ctccacagac accagacagg 
300 

ccggacctgc cacaagtgtg ggacccagct gcgggacacc attgtgcac 
349 

<210> 4346 

<211> 116 

<212> PRT 

<213> Homo sapiens 

<400> 4346 



Ala 


Ser 


He 


Pro 


Asp 


Tyr Arg Gly 


Pro 


Asn 


Gly Val 


Trp 


Thr 


Leu 


Leu 


1 








5 










10 








15 




Gin 


Lys 


Gly 


Arg 


Ser 


Val 


Ser 


Ala 


Ala 


Asp 


Xaa Glu 


Arg 


Ala 


Glu 


Pro 






20 










25 








30 






Thr 


Leu 


Thr 


His 


Met 


Ser 


He 


Thr 


Arg 


Leu 


His Glu 


Gin 


Lys 


Leu 


Val 






35 










40 








45 








Gin 


His 


Val 


Val 


Ser 


Gin 


Asn 


Cys 


Asp 


Gly 


Leu His 


Leu 


Arg 


Ser 


Gly 




50 










55 








60 










Leu 


Xaa 


Arg 


Thr 


Ala 


He 


Ser 


Glu 


Leu 


His 


Gly Asn 


Met 


Tyr 


He 


Glu 


65 








70 










75 








80 


Gly Val 


Arg 


Ala 


Gly Val 


Arg 


Cys 


Asp 


Gly 


Ala His 


Cys 


Pro 


Pro 


Gin 










85 










90 








95 




Thr 


Pro 


Asp 


Arg 


Pro 


Asp 


Leu 


Pro 


Gin 


Val 


Trp Asp 


Pro 


Ala 


Ala 


Gly 



100 105 HO 



His His Cys Ala 
115 

<210> 4347 

<211> 353 

<212> DNA 

<213> Homo sapiens 

<400> 4347 

gcgcgcctgc ccgctctcgc aacaccggcc acacggcgac gcgccgcagg ggcggacagg 
60 

gcactaggag gaggcgattc aggctgagac tcctccggga tctcgacgcc ccgaccgccg 
120 

ccccggggct cgcgcgcagc gggtccagct gcacaaagcc gtccgctccg tcccgccgag 
1B0 

gccaggcagt gcagaggcag gagccgccgt cgggtagcga gatcttcact gccgagccca 
240 

agcgcgcgcc cagggcgtgg agggcggccg ggcccaggcg gcagcgctgg gtgccccggt 
300 

ctctagcgtc taagggtagc agctttaaga gcggcccttc agggaaggga tec 
353 

<210> 4348 

<211> 72 

<212> PRT 

<213> Homo sapiens 
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caattggaag gccgcgcctc aggaaaacag gatggtagtt gaatggcacc gagccgcccc 
60 

aggctgccgc cgtcacctcc tcagcggctc cgagtcgtgc gaggcagggg accctttgcc 
120 

ttcagaacag ggcgcccgac gttgggcgcg tggacagagt cctccggcgg ccgcgccgct 
180 

gggccaggcg gagagaggcg gacggacttc aggggaggcc cgggccacgc cgcggaaact 
240 - 

acccgactcc ctggaggcgg ccaggaccga ccctgtcccg acaaaatgga gttccccgtg 
300 

tggcttcagc tcgcggcgcg ttcccagagc tcctcagtga tccggctttc ggattgttcg 
360 

cctttcatct catttgccgt tgtccaaatt ctaatttaaa actcatgtgt tacttgctgt 
420 

aaggttaaca aacgtacacc gcaaactgga taaagggata acttttatgt tgtgtatgtt 
480 

ttaccacaat aaaaataaa 
499 

<210> 4344 
<211> 118 
<212> PRT 

<213> Homo sapiens 
<400> 4344 



Met 


Ala 


Pro 


Ser 


Arg 


Pro 


Arg 


Leu 


Pro Pro Ser Pro 


Pro 


Gin 


Arg 


Leu 


1 








5 








10 






15 




Arg 


Val 


Val 


Arg 


Gly Arg 


Gly 


Pro 


Phe Ala Phe Arg 


Thr 


Gly 


Arg 


Pro 






20 










25 




30 






Thr 


Leu 


Gly Ala 


Trp 


Thr 


Glu 


Ser 


Ser Gly Gly Arg 


Ala 


Ala 


Gly 


Pro 






35 










40 




45 








Gly Gly 


Glu 


Arg 


Arg 


Thr 


Asp 


Phe 


Arg Gly Gly Pro 


Gly 


His 


Ala 


Ala 




50 










55 




60 










Glu 


Thr 


Thr 


Arg 


Leu 


Pro 


Gly Gly Gly Gin Asp Arg 


Pro 


Cys 


Pro 


Asp 


65 










70 






75 








80 


Lys 


Met 


Glu 


Phe 


Pro 


Val 


Trp 


Leu 


Gin Leu Ala Ala 


Arg 


Ser 


Gin 


Ser 








85 








90 






95 




Ser 


Ser 


val 


He 


Arg 


Leu 


Ser 


Asp 


Cys Ser Pro Phe 


He 


Ser 


Phe 


Ala 








100 










105 




110 






Val 


Val 


Gin 


He 


Leu 


He 

















115 



<210> 4345 

<211> 349 

<212> DNA 

<213> Homo sapiens 

<400> 4345 

gcgtctatcc cagactaccg gggccctaat ggagtgtgga cactgcttca gaaagggaga 
60 

agcgttagtg ctgccgacnc tgagcgagcc gagccaaccc tcacccacat gagcatcacc 
120 

cgtctgcatg agcagaagct ggtgcagcat gtggtgtctc agaactgtga cgggctccac 
180 
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<400> 4341 

agatctaagt agttgtttta tattgagaaa gcaacaatgt ttctcgaata agttgatgtt 
60 

gattttaaat tataagcttt aaagaatttt ttttctagaa aaaggggatg gaaaaaaaag 
120 

gacctgaggg agccatatgc atcaagtgag tgtttctcca taacagaata tttataagag 
180 

aacatgtata gtgccctctt ttgagtgatg ccgacagaca ccaagccctc cttttcacca 
240 

agtcccaggc ttgcattcca gcctcttgag ctctgccctc tctcaggtgg atctttgtgt 
300 

tggaccttac gtttcagcaa cctcaccatg gccacataac ccacaacctt ttaaaacagt 
360 

ttctttcata gcaatccctg tttctgccag acagatctaa aatgggagtt tctcactgtg 
420 

tttatctgat ctgcacactt tatatccagc tgttttggca cttttacgtt ttcttcacct 
480 

ttggttttgg tttgcaaatt cttacacctt ctctccaagc ggagggcaca ctgtggtcaa 
540 

. aatcacttat tttattagga aaaagaggta actgttccaa agtgtagtgt cctttgttga 
600 

aggaggaggg atgtaagcat agatttgttc ttgtttctgg ctattctcag ctcaagccat 
660 

gtttaattca ttctttgtaa aagccttcaa ttg 
693 

<210> 4342 

<211> 103 

<212> PRT 

<213> Homo sapiens 

<400> 4342 

Met Val Arg Leu Leu Lys Arg Lys Val Gin His Lys Asp Pro Pro Glu 

1 5 10 15 

Arg Gly Gin Ser Ser Arg Gly Trp Asn Ala Ser Leu Gly Leu Gly Glu 

20 25 30 

Lys Glu Gly Leu Val Ser Val Gly lie Thr Gin Lys Arg Ala Leu Tyr 

35 40 45 

Met Phe Ser Tyr Lys Tyr Ser Val Met Glu Lys His Ser Leu Asp Ala 

50 55 60 

Tyr Gly Ser Leu Arg Ser Phe Phe Phe His Pro Leu Phe Leu Glu Lys 
65 70 75 80 

Lys Phe Phe Lys Ala Tyr Asn Leu Lys Ser Thr Ser Thr Tyr Ser Arg 

85 * 90 95 

Asn He Val Ala Phe Ser He 
100 

<210> 4343 

<211> 499 

<212> DNA 

<213> Homo sapiens 

<400> 4343 
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690 695 700 

Ala Val Lys His Pro Arg Leu Leu Ser Phe Thr Ser Gin Leu Lys Ala 
705 710 715 720 

Gly Lys Gly Leu Thr He Val Gly Ser Val Leu Glu Gly Thr Tyr Leu 

725 730 735 

Asp Lys His Met Glu Ala Gin Arg Ala Glu Glu Asn He Arg Ser Leu 

740 745 750 

Met Ser Thr Glu Lys Thr Lys Gly Phe Cys Gin Leu Val Val Ser Ser 

755 760 765 

Ser Leu Arg Asp Gly Met Ser His Leu He Gin Ser Ala Gly Leu Gly 

770 775 780 

Gly Leu Lys His Asn Thr Val Leu Met Ala Trp Pro Ala Ser Trp Lys 
785 790 795 800 

Gin Glu Asp Asn Pro Phe Ser Trp Lys Asn Phe Val Asp Thr Val Arg 

80S 810 815 

Asp Thr Thr Ala Ala His Gin Ala Leu Leu Val Ala Lys Asn Val Asp 

820 825 830 

Ser Phe Pro Gin Asn Gin Glu Arg Phe Gly Gly Gly His He Asp Val 

835 840 845 

Trp Trp He Val His Asp Gly Gly Met Leu Met Leu Leu Pro Phe Leu 

850 855 860 

Leu Arg Gin His Lys Val Trp Arg Lys Cys Arg Met Arg He Phe Thr 
865 870 875 880 

Val Ala Gin Val Asp Asp Asn Ser He Gin Met Lys Lys Asp Leu Gin 

885 890 895 

Met Phe Leu Tyr His Leu Arg He Ser Ala Glu Val Glu Val Val Glu 

900 905 910 

Met Val Glu Asn Asp He Ser Ala Phe Thr Tyr Glu Arg Thr Leu Met 

915 920 ' 925 

Met Glu Gin Arg Ser Gin Met Leu Lys Gin Met Gin Leu Ser Lys Asn 

930 935 940 

Glu Gin Glu Arg Glu Ala Gin Leu He His Asp Arg Asn Thr Ala Ser 
945 950 955 960 

His Thr Ala Ala Ala Ala Arg Thr Gin Ala Pro Pro Thr Pro Asp Lys 

965 970 975 

Val Gin Met Thr Trp Thr Arg Glu Lys Leu He Ala Glu Lys Tyr Arg 

980 985 990 

Ser Arg Asp Thr Ser Leu Ser Gly Phe Lys Asp Leu Phe Ser Met Lys 

995 1000 1005 

Pro Glu Trp Gly Asn Leu Asp Gin Ser Asn Val Arg Arg Met His Thr 

1010 1015 1020 

Ala Val Lys Leu Asn Gly Val Val Leu Asn Lys Ser Gin Asp Ala Gin 
1025 1030 1035 1040 

Leu Val Leu Leu Asn Met Pro Gly Pro Pro Lys Asn Arg Gin Gly Asp 

1045 1050 1055 

Glu Asn Tyr Met Glu Phe Leu Glu Val Leu Thr Glu Gly Leu Asn Arg 

1060 1065 1070 

Val Leu Leu Val Arg Gly Gly Gly Arg Glu Val He Thr He Tyr Ser 
1075 1080 1085 



<210> 4341 

<211> 693 

<212> DNA 

<213> Homo sapiens 
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260 265 270 

Val Asn Lys Leu Ala Leu Val Phe Leu Ala Cys Val Val Leu Ser lie 

275 280 285 

Leu Ala lie Tyr Ala Gly Val lie Lys Ser Ala Phe Asp Pro Pro Asp 

290 295 300 

lie Pro Val Cys Leu Leu Gly Asn Arg Thr Leu Ser Arg Arg Ser Phe 
305 310 315 320 

Asp Ala Cys Val Lys Ala Tyr Gly lie His Asn Asn Ser Ala Thr Ser 

325 330 335 

Ala Leu Trp Gly Leu Phe Cys Asn Gly Ser Gin Pro Ser Ala Ala Cys 

340 345 350 

Asp Glu Tyr Phe lie Gin Asn Asn Val Thr Glu lie Gin Gly lie Pro 

355 360 365 

Gly Ala Ala Ser Gly Val Phe Leu Glu Asn Leu Trp Ser Thr Tyr Ala 

370 375 380 

His Ala Gly Ala Phe Val Glu Lys Lys Gly Val Pro Ser Val Pro Val 
385 390 395 400 

Ala Glu Glu Ser Arg Ala Ser Ala Leu Pro Tyr Val Leu Thr Asp lie 

405 410 415 

Ala Ala Ser Phe Thr Leu Leu Val Gly lie Tyr Phe Pro Ser Val Thr 

420 425 430 

Gly He Met Ala Gly Ser Asn Arg Ser Gly Asp Leu Lys Asp Ala Gin 

435 440 445 

Lys Ser He Pro Thr Gly Thr He Leu Ala He Val Thr Thr Ser Phe 

450 455 460 

lie Tyr Leu Ser Cys He Val Leu Phe Gly Ala Cys He Glu Gly Val 
465 470 475 480 

Val Leu Arg Asp Lys Phe Gly Glu Ala Leu Gin Gly Asn Leu Val He 

485 V 490 495 

Gly Met Leu Ala Trp Pro Ser Pro Trp Val He Val He Gly Ser Phe 

500 505 510 

Phe Ser Thr Cys Gly Ala Gly Leu Gin Thr Leu Thr Gly Ala Pro Arg 

515 520 525 

Leu Leu Gin Ala lie Ala Arg Asp Gly He Val Pro Phe Leu Gin Val 

530 535 540 

Phe Gly His Gly Lys Ala Asn Gly Glu Pro Thr Trp Ala Leu Leu Leu 
545 550 555 560 

Thr Val Leu He Cys Glu Thr Gly He Leu He Ala Ser Leu Asp Ser 

565 570 575 

Val Ala Pro He Leu Ser Met Phe Phe Leu Met Cys Tyr Leu Phe Val 

580 585 590 

Asn Leu Ala Cys Ala Val Gin Thr Leu Leu Arg Thr Pro Asn Trp Arg 

595 600 605 

Pro Arg Phe Lys Phe Tyr His Trp Thr Leu Ser Phe Leu Gly Met Ser 

610 615 620 

Leu Cys Leu Ala Leu Met Phe lie Cys Ser Trp Tyr Tyr Ala Leu Ser 
625 630 635 640 

Ala Met Leu He Ala Gly Cys He Tyr Lys Tyr He Glu Tyr Arg Gly 

645 650 655 

Ala Glu Lys Glu Trp Gly Asp Gly He Arg Gly Leu Ser Leu Asn Ala 

660 665 670 

Ala Arg Tyr Ala Leu Leu Arg Val Glu His Gly Pro Pro His Thr Lys 

675 680 685 

Asn Trp Arg Pro Gin Val Leu Val Met Leu Asn Leu Asp Ala Glu Gin 
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gcctctgcct gccttggcta agcatgagtt aagcagcaaa acgctcctcc atgtctggat 
4920 

ggggccggca ggtcctgtgt cccctgcacc tggaggagag caggctagag gcacagcggc 
4980 

cacatggtgc tggctctgaa cgttggttgg tggctggaaa acagccctgc ttctgagggc 
5040 

cgctcagttc tgcacacgaa accacctcct gagggctcag ctctgccccc gccctgggct 
5100 

gcagcctctg cacgcaagca ccaggcatcc tttgtgttgt caactccgtg taaccagtaa 
5160 

ctacagccat ttacaattga ctccgtttcc ttttgtaggt ttccctgtct gtctgtgtta 
5220 

gtagaaaaat aaaatcctat gaaatctgaa aaaaaaaaaa aaaaaaaaa 
5269 

<210> 4340 

<211> 1088 

<212> PRT 

<213> Homo sapiens 



<400> 4340 



Met Pro Thr 


Asn 


Phe 


Thr 


Val 


Val 


Pro 


val 


Glu 


Ala 


His 


Ala 


Asp 


Gly 


1 




5 










10 










15 




Gly Gly Asp 


Glu 


Thr 


Ala 


Glu 


Arg 


Thr 


Glu 


Ala 


Pro 


Gly 


Thr 


Pro 


Glu 




20 










25 










30 






Gly Pro Glu 


Pro 


Glu 


Arg 


Pro 


Ser 


Pro 


Gly 


Asp Gly 


Asn 


Pro 


Arg 


Glu 


35 










40 










45 








Asn Ser Pro 


Phe 


Leu 


Asn 


Asn 


Val 


Glu 


Val 


Glu 


Gin 


Glu 


Ser 


Phe 


Phe 


50 








55 










60 










Glu Gly Lys 


Asn 


Met 


Ala 


Leu 


Phe 


Glu 


Glu 


Glu 


Met 


Asp 


Ser 


Asn 


Pro 


65 






70 










75 










80 


Met Val Ser 


Ser 


Leu 


Leu 


Asn 


Lys 


Leu 


Ala 


Asn 


Tyr 


Thr 


Asn 


Leu 


Ser 






85 










90 










95 




Gin Gly Val 


Val 


Glu 


His 


Glu 


Glu 


Asp 


Glu 


Glu 


Ser 


Arg 


Arg 


Arg 


Glu 




100 










105 










110 






Ala Lys Ala 


Pro 


Arg 


Met 


Gly Thr 


Phe 


lie 


Gly Val 


Tyr 


Leu 


Pro 


Cys 


115 










120 










125 








Leu Gin Asn 


lie 


Leu Gly 


Val 


lie 


Leu 


Phe 


Leu Arg 


Leu 


Thr 


Trp 


He 


130 








135 










140 










Val Gly Val 


Ala 


Gly Val 


Leu 


Glu 


Ser 


Phe 


Leu 


He 


Val 


Ala 


Met 


Cys 


145 






150 










155 










160 


Cys Thr Cys 


Thr 


Met 


Leu 


Thr 


Ala 


lie 


Ser 


Met 


Ser 


Ala 


He 


Ala 


Thr 




165 










170 










175 




Asn Gly Val 


Val 


Pro 


Ala 


Gly Gly 


Ser 


Tyr 


Tyr 


Met 


He 


Ser 


Arg 


Ser 




180 










185 










190 






Leu Gly Pro 


Glu 


Phe 


Gly 


Gly Ala 


Val 


Gly 


Leu 


Cys 


Phe 


Tyr 


Leu 


Gly 


195 










200 










205 








Thr Thr Phe 


Ala 


Gly Ala 


Met 


Tyr 


lie 


Leu 


Gly Thr 


He 


Glu 


He 


Phe 


210 








215 










220 










Leu Thr Tyr 


lie 


Ser 


Pro 


Gly Ala 


Ala 


He 


Phe 


Gin 


Ala 


Glu 


Ala 


Ala 


225 






230 










235 










240 


Gly Gly Glu 


Ala 


Ala 


Ala 


Met 


Leu 


His 


Asn 


Met 


Arg 


Val 


Tyr 


Gly 


Thr 




245 










250 










255 




Cys Thr Leu 


Val 


Leu 


Met 


Ala 


Leu 


Val 


Val 


Phe 


Val 


Gly 


Val 


Lys 


Tyr 
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ggcggccggg aggtgatcac catctactcc taatgcccaa cagcatcacg gcactctggg 
3300 

acaggcacgg aggacggcgt gggcagcctg ggcctgggct tggcccaggg aaacagacgg 
3360 

cagacacacc tgtcccccag tgatgccgcc caagctgccc atggggcttc ctacggaagt 
3420 

ttctaggccc gtcacctagg gctctcctgt tcagccttaa caggctcagc aaatcagggc 
3480 

gtggctggac gatttccttg catctgaggg cagacgctgc taccggagtg acctggacgt 
3540 

ggccagatct tctcgcaggt cacaagaagc cagtgagccc ttgccttggt ttctggaagt 
3600 

tcttttcctt ggctggattt acccagtggt taggttgcat ttctacccca tccagaacat 
3660 

tcttggaaga gcacccggag ctgaagctgt ccctgatgat gaaggtgaaa cgtcagccct 
3720 

ggccatggct ccgctcaggg ccccggtcac ctccgagtca ctctgttcct tgactgtctt 
3780 

tgtgtttctg tacctcaagg cactgaagct ggaggactct gtccatgccc gtgtcaccct 
3840 

cgtgtgggag cctctgggct cggcaggtcc acatttcatg agctgaggcg tgggccaggg 
3900 

ccatctggaa agggaactcg gcttttccag aacgtggtgg atcatctgtc gggtgtgtgg 
3960 

tgaacacgtt cagttcatca gggcctacgc tccgggaagg ggcccccagc tgtggctctg 
4020 

ccatgccggg ctgtgtttgc agctgtccga gtctccatcc acctttagaa aaccagccac 
4080 

ttcttttcat aagcactgac ag'ggcccagc ccacagccac aggtgcgatc agtgcctcac 
4140 

gcaggcaaat gcactgaaac ccaggggcac acgcgcgcag agtgaacagt gagttccccc 
4200 

gacagcccac gacagccagg actgccctcc ccaccccacc ccaccccagg agcacggcac 
4260 . 

acagttcagc ctctgagctg gctcacacgt gccatcccca ccccggtgct ccagggaagg 
4320 

aggacacgga cccgacgtgg gaggtcctca ggcagcagtg gcgcctggtg tcaggtctgt 
4380 

ctggctgagt cccgggcgtc ccctgccatg gcctgtgcct tgcatggagg cggcggtggc 
4440 

actgaagaga tagctttcaa gggcccaaca ctttgcactt cggctggctg tgagtttctg 
4500 

ctttgtaggt tgtggtcaca tttgcaggct gcgggcagtg gcaccgactt gggcctccct 
4560 

ttctatgtgg catatttatt tatttaaaca ccccagggag ttacgtggta acaaggttgt 
4620 

ccataaagag gttgcttcta tatactagag gccccagatg gccaggcctt gggctacgtc 
4680 

tggcttgcat ggtctcccaa gggaatcagc cccatcaaca aagttcaaat cggggcagag 
4740 

gctgcacttg tgcccccaga tgtttctgag gagccagact agggctggca ttgctgtaga 
4800 

gtgacggctg ctgcccagag cgtgtcccag acatcacagc ggggctcagc agttcccaca 
4860 
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gtccccttcc tgcaggtgtt tggccacggg 
1680 

ctgctgacag tcctcatctg cgagactggc 
1740 

ccgatcctct ccatgttctt cctcatgtgc 
1800 

cagaccctgc tacgtacccc caactggcgt 
1860 

tcctttctgg gtatgagcct gtgcctggcg 
1920 

ctgtccgcca tgctcatcgc tggctgcatc 
1980 

aaggagtggg gcgatggcat ccgtggccta 
2040 

cgcgtggagc acggtccccc ccacaccaag 
2100 

aacctggacg cggagcaggc cgtgaagcac 
2160 

aaggccggca agggcctgac catcgtgggc 
2220 

cacatggagg ctcagcgggc cgaggagaac 
2280 

aagggcttct gccagctggt ggtctcgtcc 
2340 

cagtcggccg gcctgggcgg cctgaagcac 
2400 

tggaagcagg aggacaaccc cttctcctgg 
2460 

accgccgcgc accaggctct gctggtggcc 
2520 

gagcgcttcg gcgggggcca catcgacgtg 
2580 

atgctgctgc ccttcctgct gcgccagcac 
2640 

ttcaccgtgg cccaggtgga cgacaacagc 
2700 

ttgtatcact tgcgcatcag cgccgaggtg 
2760 

tctgctttca cctacgagag gacactaatg 
2820 

atgcagctgt ccaagaacga gcaggagcga 
2880 

gcgtcccaca ccgcggcggc agccaggacc 
2940 

atgacctgga ccagggagaa gctgatcgct 
3000 

tccggtttca aagacctctt cagcatgaag 
3060 

gtcaggcgga tgcacacggc tgtgaagctc 
3120 

gcgcagctgg tcctgctcaa catgccaggt 
3180 

tacatggagt ttcttgaagt cctgaccgag 
3240 



aaggccaacg gggagcccac gtgggcgctg 
atcctcatcg cctctctgga cagcgtggcc 
tacctgttcg tgaacctggc ctgcgccgtg 
ccacgcttca agttctacca ctggaccctg 
ctgatgttca tctgctcctg gtactacgcg 
tacaagtaca tcgagtaccg cggggccgag 
tccctgaacg ccgcccgcta cgccctgctg 
aactggaggc cccaggtgct ggtgatgctg 
ccccgcctgc tgtccttcac gtcgcagctg 
tcggtgctgg aggggacgta cctggacaag 
atacggtccc taatgagcac agagaagacc 
agcctgcggg atggcatgtc ccacctgatc 
aacacggtgc tcatggcctg gcccgcatcc 
aagaactttg tagacaccgt ccgcgacacc 
aagaacgtcg actcgtttcc gcaaaaccag 
tggtggatcg tgcacgacgg cggcatgctc 
aaggtgtgga ggaagtgccg gatgcgtatc 
atccagatga agaaggacct gcagatgttc 
gaggtggtgg agatggttga aaacgacata 
atggagcaga ggtcgcagat gctgaagcag 
gaggcccagc tgatccacga caggaacacc 
caagcgccgc ctacgccaga caaggtgcag 
gagaagtaca ggagcagaga caccagccta 
ccagaatggg gaaacctgga ccagtccaac 
aatggcgtcg tcctcaacaa gtcccaggat 
cctcccaaaa accggcaggg agacgagaac 
gggctgaaca gagtcctcct ggtcaggggt 



3532 



WO 00/58473 



PCT/USOO/08621 



nnagccatgc ccacgaactt tacggtggtg cccgtggagg ctcacgccga cggcggcggg 
60 

gacgagactg ccgagcggac ggaggctccg ggcacccccg agggccccga gcccgagcgc 
12 0 

cccagcccgg gagatggaaa tccaagagaa aacagcccat tcctcaacaa tgtcgaggtg 
180 

gaacaagaga gcttctttga agggaagaac atggcacttt tcgaggagga gatggacagt 
240 

aaccccatgg tgtcctcgct gctcaacaag ctggccaact acaccaacct gagccagggc 
300 

gtggtggagc acgaggagga cgaggagagc cggcggcggg aggccaaggc tccgcgcatg 
360 

ggcaccttca tcggcgtcta cctgccgtgc ctgcagaaca tcctgggcgt catcctcttc 
420, 

ctgcgcctga cgtggatcgt gggggtggct ggtgtcctgg agtccttcct catcgtggcc 
480 

atgtgctgca catgtacaat gctgaccgcc atttccatga gtgcgatcgc taccaacggt 
540 

gtggtcccag ctggcgggtc ctactacatg atatcgcgct cgctgggacc cgagtttgga 
600 

ggcgctgtcg gcctctgctt ctacctgggc acgacgtttg caggggccat gtatattttg 
660 

gggaccatcg agatttttct gacgtacatc tccccgggtg cggccatctt . ccaggcggag 
720 

gctgcaggtg gcgaggcggc cgccatgctg cacaacatgc gtgtgtacgg cacgtgcacg 
780 

ctcgtgctca tggccctggt ggtcttcgtg ggcgtcaagt atgtcaacaa gctggcgctg 
840 

gtcttcctgg cctgcgtcgt gctgtccatc ctggccatct atgccggcgt catcaagtct 
900 

gccttcgacc ccccggacat cccggtctgc ctcctgggga accgcacgct gtcacggcgc 
960 

agcttcgatg cctgcgtcaa ggcctacggc atccacaaca actcagccac ctccgcgctc 
1020 

tggggcctct tctgcaacgg ctcccagccc agcgccgcct gtgacgagta cttcatccag 
1080 

aacaacgtca ccgaaatcca gggcatcccg ggcgcggcca gtggtgtctt cctggagaac 
1140 

ctgtggagta cgtacgcgca cgcgggggcg tttgtggaga agaaaggtgt gccctcggtg 
1200 

cccgtggcag aggagagccg tgccagcgca ctgccctacg tgctcaccga catcgcggcc 
1260 

tccttcaccc tgctggttgg catctacttc ccttccgtga ccggtatcat ggcgggttca 
1320 

aaccggtccg gggacctcaa ggatgcacag aagtccatcc ccacggggac catcctggcc 
1380 

atagtgacga cgtctttcat ctatctctcc tgcattgtgc tgtttggggc ctgcattgaa 
1440 

ggcgtggtct tacgagataa gttcggggag gccctgcagg ggaacctggt catcggcatg 
1500 

ctggcctggc cctccccctg ggtcatcgtc atcggctcct tcttctccac ctgcggtgcc 
1560 

ggcctgcaga ccctcacggg ggcaccgcgc ctactgcagg ccattgcccg tgacggcatc 
1620 
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325 - 

<210> 4337 
<211> 461 
<212> DNA 

<213> Homo sapiens 
<400> 4337 

tctattatgt tgtcctgatt acatatcagc aaaatgtttt tctggggcat tgtgcataaa 
60 

acaaaggaga aaacaacatc tctagccggc cagcgtgcct gtccctccct cccgcagagg 
120 

cctgggaggc tgagggtgag gaaggccagc tgtgctggct gcagagggct ttgctgtttc 
180. 

tccacagagc agcaggtcgc cccttccctt ctccctccct ccacctcacc tccatgggct 
240 

ccactggatg ggaaccatgt gcttgttctc cccaccccta gactgggatc tcctggggca 
300 

gaagaggctt cccaagtggc acagacagag ccaggctgac tgaatgtgag attcatgaat 
360 

gaacagtgat accaggcata gccctgccct ttagcatcct gagggccacg tggagttttc 
420 

tgcaacactg cccgccgtgt tccagcatct gccttccact t 
461 

<210> 4338 
<211> 118 
<212> PRT 

<213> Homo sapiens 
<400> 4338 

Met Asn Leu Thr Phe Ser Gin Pro Gly Ser Val Cys Ala Thr Trp Glu 

1 5 10 15 

Ala Ser Ser Ala Pro Gly Asp Pro Ser Leu Gly Val Gly Arg Thr Ser 

20 25 30 

Thr Trp Phe Pro Ser Ser Gly Ala His Gly Gly Glu Val Glu Gly Gly 

35 40 45 

Arg Arg Glu Gly Ala Thr Cys Cys Ser Val Glu Lys Gin Gin Ser Pro 

50 55 60 

Leu Gin Pro Ala Gin Leu Ala Phe Leu Thr Leu Ser Leu Pro Gly Leu 
65 70 75 80 

Cys Gly Arg Glu Gly Gin Ala Arg Trp Pro Ala Arg Asp Val Val Phe 

85 90 95 

Ser Phe Val Leu Cys Thr Met Pro Gin Lys Asn lie Leu Leu lie Cys 

100 105 110 

Asn Gin Asp Asn He He 
115 

<210> 4339 
<211> 5269 
<212> DNA 

<213> Homo sapiens 
<400> 4339 
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ccccaccctt atagcttatt gctttgcgtt ggtccaaaac cacccgctca gctgagcctc 
1140 

tgggatgacc agagctgatc accagacagc tcaaggcggg cctcccccca gaggctggag 
1200 

tgtgctcgcg a 
1211 

<210> 4336 
<211> 325 
<212> PRT 

<213> Homo sapiens 
<400> 4336 

Trp Glu Arg Lys Gly Gin Asp Leu. Ala Gly Asp Gly Glu Glu Trp Leu 

1.5 10 15 

Pro Pro Leu Lys Thr Phe Val Pro Ser Val Ser Pro Phe Gin Leu Ala 

20 25 30 

Leu Gly Ala Ala Leu Val Asn Val Gin lie Pro Leu Leu Leu Gly Gin 

35 40 45 

Leu Val Glu Val Val Ala Lys Tyr Thr Arg Asp His Val Gly Ser Phe 

50 55 . 60 

Met Thr Glu Ser Gin Asn Leu Ser Thr His Leu Leu He Leu Tyr Gly 
65 70 75 80 

Val Gin Gly Leu Leu Thr Phe Gly Tyr Leu Val Leu Leu Ser His Val 

85 90 95 

Gly Glu Arg Met Ala Val Asp Met Arg Arg Ala Leu Phe Ser Ser Leu 

100 105 ' 110 

Leu Arg Gin Asp He Thr Phe Phe Asp Ala Asn Lys Thr Gly Gin Leu 

115 120 125 

Val Ser Arg Leu Thr Thr Asp Val Gin Glu Phe Lys Ser Ser Phe Lys 

130 135 140 

Leu Val He Ser Gin Gly Leu Arg Ser Cys Thr Gin Val Ala Gly Cys 
145 150 155 160 

Leu Val Ser Leu Ser. Met Leu Ser Thr Arg Leu Thr Leu Leu Leu Met 

165 170 175 

Val Ala Thr Pro Ala Leu Met Gly Val Gly Thr Leu Met Gly Ser Gly 

180 185 190 

Leu Arg Lys Leu Ser Arg Gin Cys Gin Glu Gin He Ala Arg Ala Met 

195 200 205 

Gly Val Ala Asp Glu Ala Leu Gly Asn Val Arg Thr Val Arg Ala Phe 

210 215 220 

Ala Met Glu Gin Arg Glu Glu Glu Arg Tyr Gly Ala Glu Leu Glu Ala 
225 230 235 240 

Cys Arg Cys Arg Ala Glu Glu Leu Gly Arg Gly He Ala Leu Phe Gin 

245 250 255 

Gly Leu Ser Asn He Ala Phe Asn Cys Met Val Leu Gly Thr Leu Phe 

260 265 270 

He Gly Gly Ser Leu Val Ala Gly Gin Gin Leu Thr Gly Gly Asp Leu 

275 280 285 

Met Ser Phe Leu Val Ala Ser Gin Thr Val Gin Ser Phe Leu Arg Val 

290 295 300 

Ala Pro Cys Pro Asn Ser Leu Pro Leu Gin Ala Val Thr Leu His Ala 
305 310 315 320 

Trp Lys Asp His Pro 
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100 105 110 

,Asp Lys Gin Val Lys Ser lie Glu Arg Phe Leu Arg Arg Leu Glu Phe 

115 ■ 120 125 

His Ala Ser Lys lie Asp Glu Leu Tyr Glu Ala Tyr Cys Val Gin Arg 

130 135 140 

Arg Leu Arg Asp Gly Ala Tyr Asn Met Val Arg Ala Tyr Thr Thr Gly 
145 150 155 160 

Ser Pro Gly Ser Arg Glu Ala Arg Asp Ser Leu Ala Glu Ala Thr Arg 

165 170 175 

Gly His Arg Glu Tyr Thr Glu Val Gly Asp Gly Gly Pro 
180 185 

<210> 4335 

<211> 1211 . 

<212> DNA 

<213> Homo sapiens 

<400> 4335 

cacaacctgg acaagcgcag tgctcactag tgggagagga agggccaaga tctggctggg 
60 . 

gatggggagg agtggctccc cccacttaaa acatttgtgc cctctgtatc cccattccag 
120 

ctggccttgg gtgcggcact cgtgaatgta cagatccccc tgctcctggg ccagctggta 
180 

gaggtcgtgg ccaagtacac aagggaccac gtagggagtt tcatgactga gtctcagaat 
240 

ctcagcaccc acctgcttat cctctatggt gtccagggac tgctgacctt cgggtacctg 
300 

gtgctgctgt cccacgttgg cgagcgcatg gctgtggaca tgcggagggc cctcttcagc 
360 

tccctgctcc gacaagacat caccttcttt gacgccaata agacagggca gctggtgagc 
420 

cgcttgacaa ctgacgtgca ggagtttaag tcatccttca agcttgtcat ctcccagggg 
480 

ctgcgaagct gcacccaggt ggcaggctgc ctggtgtccc tgtccatgct gtcgacacgc 
540 

ctcacgctgc tgctgatggt ggccacacca gccctgatgg gagtgggcac cctgatgggc 
600 

tcaggcctcc gaaaattgtc tcgccagtgt caggagcaga tcgccagggc aatgggcgta 
660 

gcagacgagg ccctgggcaa tgtgcggact gtgcgtgcct tcgccatgga gcaacgggaa 
720 

gaggagcgct atggggcaga gctggaagcc tgccgctgcc gggcagagga gctgggccgc 
780 

ggcatcgcct tgttccaagg gctttccaac atcgccttca actgcatggt cttgggtacc 
840 

ctatttattg ggggctccct tgtggccgga cagcagctga cagggggaga cctcatgtcc 
900 

ttcctggtgg cctcccagac agtgcaaagc ttcctccgtg ttgcaccctg tccgaattcc 
960 

cttccgctgc aggctgtgac actccatgca tggaaggacc atccttgaca ggctgtgtga 
1020 

gctgcccttc cccatgcctg ccacttccag ggatgacaag ctgacccctg tccccacaca 
1080 
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aagaggaatt cccgcttggg cttcctgtat gatctggaca agcaagtcaa gtccattgaa 
360 . 

cgcttcctgc gacgactgga gttccatgcc agcaagatcg atgagctgta tgaggcatac 
420 

tgtgtccagc ggcgtctccg ggatggtgcc tacaacatgg tccgtgccta caccactggg 
480 

tccccgggaa gccgagaggc ccgggacagc ctggcagagg ccactcgggg gcatcgcgag 
540 

tacacggagg taggggatgg gggcccatga agcagaggca cagggtgtgg cagggctagt 
600 

ggctggccct tgaccccctc ctgtccctgc ccctccctcc caagcatgtg tctgctggag 
660 

agcgagctgg aggcacagct gggcgagttt catctccgaa tgaaagggct ggctggcttc 
720 

gccaggctgt gtgtaggcga tcagtatgag atctgcatga aatatgggcg tcagcgctgg 
780 

aaactacggg gccgaattga gggtagtgga aagcaggtgt gggacagtga agaaaccatc 
840 

tttctccctc tactcacgga atttctgtct attaaggtga cagaactgaa gggcctggcc 
900 

aaccatgtgg ttgtgggcag tgtctcctgt gagaccaagg acctgtttgc cgccctgccc 
960 

caggttgtgg ctgtggatat caatgacctt ggtaccatca agctcagcct ggaagtcaca 
1020 

tggagcccct tcgacaagga tgaccagccc tcagctgctt cttctgtcaa caaggcctcc 
1080 

acagtcacca agcgcttctc cacctatagc cagagcccac cggacacacc ctcacttcgg 
1140 

gaacaggctt tctataacat gctgcgacgg caggaggagc tggagaatgg gacagcatgg 
1 1200 

tccctgtcat ctgaatcttc agacgactca tccagcccac agctctcagg cactgcccgc 
1260 

cactcaccag cccctagg 
1278 

<210> 4334 
<211> 189 
<212> PRT 

<213> Homo sapiens 
<400> 4334 

Arg Pro Gin Arg Arg Leu Leu Ser Ala Arg Val Asn Arg Ser Gin Ser 

1 5 ' 10 15 

Phe Ala Gly Val Leu Gly Ser His Glu Arg Gly Pro Arg Ser Phe Pro 

20 25 30 

Val Phe Ser Pro Pro Gly Pro Pro Arg Lys Pro Pro Ala Leu Ser Arg 

35 40 45 

Val Ser Arg Met Phe Ser Val Ala His Pro Ala Ala Lys Val Pro Gin 

50 55 60 

Pro Glu Arg Leu Asp Leu Val Tyr Thr Ala Leu Lys Arg Gly Leu Thr 
65 . 70 75 80 

Ala Tyr Leu Glu Val His Gin Gin Glu Gin Glu Lys Leu Gin Gly Gin 

85 90 95 

lie Arg Glu Ser Lys Arg Asn Ser Arg Leu Gly Phe Leu Tyr Asp Leu 



3527 



WO 00/58473 



PCT/US00/08621 



50 55 60 

Pro Phe Ala Glu Glu Asp Leu Ser Ala Asp Ala Leu Leu Asn lie Leu 
65 -70 75 80 

Ser Glu Val Lys lie Gin Glu Phe Lys Pro Ser Asn Lys Val Val Gin 

85 90 95 

Thr Asp Glu Thr Ala Arg Lys Pro Asp His Val Pro He Ser Ser Glu 

10.0 105 HO 

Asp Glu Arg Asn Ala He Phe Gin Leu Glu Lys Ala He Leu Ser Asn 

115 120 125 

Glu Ala Thr Lys Ser Asp Leu Gin Met Ala Val Leu Ser Phe Glu Lys 

130 135 140 

Asp Asp Asp His Asn Gly His He Asp Phe He Thr Ala Ala Ser Asn 
145 150 155 160 

Leu Arg Ala Lys Met Tyr Ser He Glu Pro Ala Asp Arg Phe Lys Thr 

165 . 170 175 

Lys Arg He Ala Gly Lys He He Pro Ala He Ala Thr Thr Thr Ala 

180 185 190 

Thr Val Ser Gly Leu Val Ala Leu Glu Met He Lys Val Thr Gly Gly 

195 . 200 205 

Tyr Pro Phe Glu Ala Tyr Lys Asn Cys Phe Leu Asn Leu Ala He Pro 

210 215 220 

He Val Val Phe Thr Glu Thr Thr Glu Val Arg Lys Thr Lys He Arg 
225 230 235 240 

Asn Gly He Ser Phe Thr lie Trp Asp Arg Trp Thr Val His Gly Lys 

245 250 255 

Glu Asp Phe Thr Leu Leu Asp Phe He Asn Ala Val Lys Glu Lys Tyr 

260 265 270 

Gly He Glu Pro Thr Met Val Val Gin Gly Val Lys Met Leu Tyr Val 

275 280 . 285 

Pro Val Met Pro Gly His Ala Lys Arg Leu Lys Leu Thr Met His Lys 

290 295 300 

Leu Val Lys Pro Thr Thr Glu Lys Lys Tyr Val Asp Leu Thr Val Ser 
305 310 315 320 

Phe Ala Pro Asp He Asp Gly Asp Glu Asp Leu Pro Gly Pro Pro Val 

. 325 330 335 

Arg Tyr Tyr Phe Ser His Asp Thr Asp 
340 345 



<210> 4333 

<211> 1278 

<212> DNA 

<213> Homo sapiens 

<400> 4333 

cggccgcagc gccgtctgct 
60 

ctcggcagcc acgagcgggg 
12 0 

cggaagcccc ccgcgctctc 
180 

aaggtgccgc agcccgagcg 
240 

gcctacttgg aagtgcacca 
300 



cagcgcccgg gtcaatagga 
gcccaggagt ttcccggtct 
ccgagtgtcc aggatgtttt 
gctggacctg gtgtacacgg 
gcaggagcaa gagaaactcc 



gccagtcctt cgcaggcgtc 
tcagcccgcc ggggccccca 
ccgtggctca cccagccgcc 
cgctgaagcg gggcctgacg 
aggggcagat aagggagtcc 
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gtatattgta ttccatttgc agaagaggac 
240 

tcagaagtaa agattcagga attcaagcct 
300 

gcaaggaaac cagaccatgt tcctattagc 
360 

ctagaaaagg ctattttatc taatgaagcc 
420 

tcatttgaaa aagatgatga tcataatgga 
480 

cttcgtgcca aaatgtacag cattgaacca 
540 

ggtaaaatta tacctgctat agcaacaacc 
600 

gagatgatca aagtaactgg tggctatcca 
660 

ttagccattc caattgtagt atttacagag 
720 

aatggaatat catttacaat ttgggatcga 
780 

ctcttggatt tcataaatgc agtcaaagag 
840 

cagggagtca aaatgcttta tgttcctgta 
900 

acaatgcata aacttgtaaa acctactact 
960 

tttgctccag acattgatgg agatgaagat 
1020 

agtcatgaca ctgattaata caagttgtct 
1080 

aaagagtgca cttaattcag aagctaaaga 
1140 

ttcattaagc cttaatttta agggaaacat 
1200 

acattttggg gcatagcata cacttgtcta 
1260 

actttgaact ggaatgctat ttataaaagt 
1320 

tggataaaaa gaaggaaaaa atatgtatga 
1355 

<210> 4332 
<211> 345 
<212> PRT 

<213> Homo sapiens 



ttatcagcag atgccctctt gaatattctt 
tccaataagg ttgttcaaac agatgaaact 
agtgaagatg agaggaatgc aattttccaa 
accaaaagtg accttcagat ggcagtgctt 
cacatagatt tcatcacagc tgcatcaaat 
gctgaccgtt tcaaaacaaa gcgcatagct 
actgctacag tttctggctt ggttgccttg 
tttgaagctt acaaaaattg ttttcttaac 
acaactgaag taaggaaaac taaaatcaga 
tggaccgtac atggaaaaga agatttcacc 
aagtatggaa ttgagccaac aatggtggta 
atgcctggtc atgcaaaaag attgaagtta 
gaaaagaaat atgtggatct tactgtgtca 
ttgccgggac ctccagtaag atactacttc 
taacgttact ccaggaccac ttgattttgg 
aaatcagttc ataatactat ggatttctct 
cagtaagaaa ctgcactgaa gaattataaa 
acggttcaca cgtggctatg atcacaagca 
tttgtgtatt aatctgtgta ttaatctctc 
ccggt 



<400> 4332 

Glu Lys Tyr Phe Asn His Lys Ala 

1 5 
Leu Asp lie Arg Leu Lys Asp Gly 
20 

Arg Pro Pro Ser Pro lie Lys Phe 

35 40 
Ser Phe Leu Gin Asn Ala Ala Lys 



Leu Gin Leu Leu His Cys Phe Pro 

10 15 
Ser Leu Phe Trp Gin Ser Pro Lys 
25 30 
Asp Leu Asn Glu Pro Leu His Leu 
45 

Leu Tyr Ala Thr Val Tyr Cys lie 
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50 






55 










en 

D U 










Gin Glu Ala Trp 


val 


Asn 


Ala 


Leu 


Leu Gly Arg 


He 


Phe 


Trn 


Asp 


Phe 


65 


- 


70 




















80 


Leu Gly Glu Lys 


Tyr 
85 


Trp 


Ser 


Asp 


Leu 


Val 
90 


Ser 


Lys 


Lys 


He 


Gin 
95 


Met 


Lys Leu Ser Lys 


lie 


Lys 


Leu 


Pro 


Tyr 


Phe 


Met 


Asn 


Glu 


Leu 


Thr 


Leu 


100 










105 










110 






Thr Glu Leu Asp 


Met 


Gly Val 


Ala 


Val 


Pro 


Lys 


lie 


Leu 


Gin 


Ala 


Phe 


115 








120 










125 








Lys Pro Tyr Val 


Asp 


His 


Gin Gly Leu Trp 


He 


Asp 


Leu 


Glu 


Met 


Ser 


130 






135 










140 










Tyr Asn Gly Ser 


Phe 


Leu 


Met 


Thr 


Leu 


Glu 


Thr 


Lys 


Met 


Asn 


L6U 


Pro 


145 




150 










155 










XDU 


Lys Leu Gly Lys 


Glu 


Pro t 


Leu 


Val 


Glu 


Ala 


Leu 


Lys 


Val 


Gly 


ulu 


Tl A 

lie 


165 










170 










± / O 




Gly Lys Glu Gly 


Cys 


Arg 


Pro 


Arg 


Ala 


Phe 


Cys 


Leu 


Ala 


Asp 


Ser 


Asp 


180 










185 










190 






Glu Glu Ser Ser 


Ser 


Ala 


Gly Ser 


Ser 


Glu 


Glu 


Asp 


Asp 


Ala 


Pro 


Glu 


195 








200 










205 








Pro Ala Gly Glu Thr 


Asn 


Ser 


Ser- 


Ser Gin Gly Glu 


Gly Tyr 




Gly 


210 






215 










220 










Gly His Arg Thr 


Ser 


Lys 


lie 


Met 


Arg 


Phe 


Val 


Asp 


Lys 


He 


1 11 L 


Lys 


225 




230 










235 










~> a r\ 


Ser Lys Tyr Phe 


Gin 


Lys 


Ala 


Thr 


Glu 


Thr 


Glu 


Phe 


He 


Lys 


Arg 


Xaa 


245 










250 










o c c 
/ D D 




lie Glu Glu Val 


Ser 


Asn 


Thr 


Pro 


Leu 


Leu 


Leu 


Thr 


Val 


Glu 


Val 


Gin 


260 










265 










270 






Glu Cys Arg Gly Thr 


Leu 


Ala 


Val 


Asn 


He 


Pro 


Pro 


Pro 


Pro 


Thr 


Asp 


275 








280 










285 








Arg Val Trp Tyr Gly 


Phe 


Arg 


Lys 


Pro 


Pro 


His 


Val' 


Glu 


Leu 


Lys 


Ala 


290 






295 










300 










Arg Pro Lys Leu 


Gly 


Glu 


Arg 


Glu 


Val 


Thr 


Leu 


Val 


His 


Val 


Thr 


Asp 


305 




310 










315 










320 


Trp lie Glu Lys 


Lys 


Leu 


Glu 


Gin 


Glu 


Phe 


Gin 


Lys 


Val 


Phe 


Val 


Met 


325 










330 










335 




Pro Asn Met Asp 


Asp 


Val 


Tyr 


He 


Thr 


He 


Met 


His 


Ser 


Ala 


Met 


Asp 


340 










345 










350 






Pro Arg Ser Thr 


Ser 


Cys 


Leu 


Leu 


Lys 


Asp 


Pro 


Pro 


Val 


Glu 


Ala 


Ala 


355 








360 










365 








Asp Arg Pro 



























370 



<210> 4331 

<211> 1355 

<212> DNA 

<213> Homo sapiens 

<400> 4331 

gaaaaatatt ttaaccataa ggctcttcag cttcttcact gtttccctct ggacatacga 
60 

ttaaaagatg gcagtttatt ttggcagtca ccaaagaggc caccctctcc aataaaattt 
120 

gatttaaatg agectttgea cctcagtttc cttcagaatg ctgeaaaact atatgetaca 
180 
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actttttcac ttctatactt tgtatgcggc cttccacact tccagagaat gtcagtgtgc 
2100 

aatgtgtctg gagggtgggg agaggaattc tgtgagcctt ttcatttcgg tgacagaaga 
2160 

gatgggcaga gcaacttatt ttccacatta aattgtgcat ttgggaagca agtagccata 
2220 

gtacacacac aacacgctat cagcttgggt aaggacagtg ggatttatgt gaacatcagg 
2280 

caaagccatg agatcaaacc atcccaagcc tttcaccaat gaggtacaac cacctggggg 
2340 

ctagctaatc ttgaatgttt tcctgagaca ggagcgtatg tgaaaacatc aaacactgca 
2400 

catgacagga tgggtcctct catacagatg ggatggggtt agaaagccag agccagtttt 
2460 

tccatctggc gtttcctgtg tcctccaggt ttatatggga atcgaaacag tttgttaatc 
2520 

tgattgggag agttccatgg gcagatttcc cttcctgaag gccaaaacgg agaactgctc 
2580 

tctttaatta tttcaagagt caagaccaaa agtttgctca gcatcacact acatctcaaa 
2540 

attaatgttg ccaacttaat tttgtgcatt tgtgtcagaa tgtttagttt acaaggttgg 
2700 

gggctctctt tgcttcgaga agtaaaccta ataccatttt tttattgttt aaagctgcat 
2760 

tcaacgtcaa aattaccttg ggtaactttt gataacttac atgtgtggac aaagctaata 
2820 

gtggtttttt aaacagcacc ttgcctgaac atgactttaa agaaattaat atattgaaaa 
2880 

catgtttgaa cccttatttt aattgcacca ttaaaacatt tgacttaaat tgtttgacca 
2940 

ttccagttgg tgtactgttc tgatttttcg ttgtgtaggc cgatctgcct gtcagagtcc 
3000 

acgtgtcctg gtcactggtc tttataattg ttgtgcaata actaaaggct aaggactaga 
3060 

tgcactatcg tgtaaagaga ttacacatga ctgtaccatg ttgcacttaa tcaaatagta 
3120 

tgtggggatt taaaatcgct tgcattgttt cacaaaataa atatctcaat gtcaaatact 
3180 

aaaaaaaaaa aa 
- 3192 

<210> 4330 
<211> 371 
<212> PRT 

<213> Homo sapiens 
<400> 4330 

Met Ser Gin Pro Lys Gin Lys Glu Leu Ala Gly Ser Val Arg Gin Lys 

1 5 10 15 

Met Leu Leu Asp Tyr Ser Val Tyr Met Gly Arg Cys Val Pro Gin Glu 

20 25 30 

Ser Arg Ser Pro Gin Arg Ser Pro Leu Gin Ser Ala Glu Ser Ser Pro 

35 40 45 

Thr Ala Gly Lys Lys Leu Pro Glu Val Pro Pro Ser Glu Glu Glu Glu 
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ggtgtctctg gaggtaaacc agggcttttg cctgcacaca gcagacacaa cagtccgtcc 
480 

gggcacctga cccacagccg cagcagcagc aaaggcagtg tggaggagat catgtcacag 
540 

ccaaagcaga aggagctggc aggcagcgtg cggcagaaga tgcttctcga ctacagcgtg 
600 

tacatgggca ggtgtgtccc ccaggaaagc cgaagccccc agaggagccc cctgcagagt 
660 

gcggagagca gccccacagc tgggaagaag ttgccagagg ttccaccctc tgaggaggaa 
720 

gaacaggaag cctgggtgaa tgccttgctt ggaagaatat tttgggactt cttaggagag 
780 

aaatactggt ctgatctggt gtctaagaag atccaaatga aactcagcaa aataaagctc 
840 

ccctacttta tgaatgagct cactctgacg gaacttgaca tgggcgtggc tgtgccaaaa 
900 

atcctccagg ccttcaagcc ttacgttgat caccaaggac tctggattga tttggaaatg 
960 

tcctacaatg ggtcctttct gatgactctc gagaccaaaa tgaatttgcc taaactaggt 
1020 

aaagagcctc ttgttgaagc cctgaaggtt ggagaaattg gcaaagaagg ttgcaggccc 
1080 

cgggcattct gtctggcgga cagcgatgag gaatcctcca gcgctggctc ctccgaggaa 
1140 

gacgatgccc cagagcccgc gggggagaca aacagctcct cccaggggga agggtacgtt 
1200 

ggaggtcatc gaacaagtaa gattatgagg tttgttgata aaattaccaa gtcaaaatat 
1260 

ttccaaaaag caacagagac agagtttata aaaaganaga tcgaagaagt ctccaacaca 
1320 

cccctgctgc tcactgttga agtacaagaa tgtagaggaa ccttggcggt caacattcca 
1380 

ccacccccga ctgaccgagt atggtatggt ttccgaaagc caccacatgt ggagctgaaa 
1440 

gctcggccaa aacttggaga gagagaagtg actttagttc atgtgacaga ctggatagag 
1500 J 

aagaaactgg agcaagagtt tcagaaagtt tttgtcatgc caaacatgga tgatgtttat 
1560 

atcactataa tgcactcagc catggaccct cgctctactt cctgcctcct gaaagaccca 
1620 

cctgtggagg ctgctgatcg gccatgatgg gtgatgtcag atgttcccca tattgtgaca 
1680 

tcgagctgga tgtgtggggt tcttggccgc catctgtact gtagcactgg cctctgtgcc 
1740 

acagctactg tttcttaaag gactgcttct gccctctgcc tgccagtgcc cattccactg 
1800 

tgaggtgtca ttccctgcat ctagtgacaa ctgtctggat tgcctgctgc aaagctttga 
1860 

tttggcaaag gagaccatgg aagaatcatg gtggatccag aagttatacg tgacccacac 
1920 

catggctttt aaaagtctac ccatgtttgt ggcagcaaat gagcacagta agagcaaagc 
1980 

tgaacaactt gcctcctcta ctcctccaaa gcttttcttc aggcagccgg tgcacagtgg 
2040 
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accgcctgcc accctcactc tccaggaaga gccaccgcgt ggtggccggg atcgtgtggt 
300 - 

ggccagggcg tctgaccttg gctctcaccc ggaggccatc caggtgctga ggatggctaa 
360 

cgctaaggcc acacagccag ggagaggagg tggctcgtga caccacgatg ggacacaccc 
420 

acctctggga gaggagggtg actccgacag cccttgcctg ccaggatgga gcctggactc 
480 

tggagggcat cgtgtcctgg agcagcacca gcacctcctg ttgtcaccag gcgtggatgc 
540 

ccgcatcatg a 
551 

<210> 4328 

<211> 107 

<212> PRT 

<213> Homo sapiens 

<400> 4328 

Met Pro Ser Arg Val Gin Ala Pro Ser Trp Gin Ala Arg Ala Val Gly 

15 10 15 

Val Thr Leu Leu Ser Gin Arg Trp Val Cys Pro He Val Val Ser Arg 

20 25 30 

Ala Thr Ser Ser Pro Trp Leu Cys Gly Leu Ser Val Ser His Pro Gin 

35 40 45 

His Leu Asp Gly Leu Arg Val Arg Ala Lys Val Arg Arg Pro Gly His 

50 55 60 

His Thr He Pro Ala Thr Thr Arg Trp Leu Phe Leu Glu Ser Glu Gly 
65 70 75 80 

Gly Arg Arg Cys Leu Gly Ser Trp Gly Cys Leu Gly Ser Glu Pro Val 

85 90 95 

Arg Val Ser Pro Ala Cys Pro Ser He Ser Trp 
100 105 

<210> 4329 

<211> 3192 

<212> DNA 

<213> Homo sapiens 



<400> 4329 

cttaagactt tcaaagccca ataaaaatat 
60 

gccagaggtc acctacatca gccagaaaat 
120 

tgtacctaaa actttggctc gaaagcgaat 
180 

gcttggtcag caagatgact ttatgtctaa 
240 

gaagccgcca gctggaggaa gggaggaccc 
300 

agatctagcc agcgagatca gatactctat 
360 

gaatggttta ggagatttat tctggcatct 
420 



atccaggagg gccagctaca atgagcccaa 
ctatgacctc tcagacagca agatttatct 
ctggaataaa aagtacccca tttgtatcga 
agctcagact gataaggaga cttcagaaga 
ttagaagcca ccccgccctc aggaggaaca 
ctctttggga gaactggccg agaaaaagag 
aagctaaagt cggaaatcaa gaagtcatcg 
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20 25 30 



Ala 


Lvs 


Arq 


Leu 


Arg 


Phe 


val 


Ala Gly Val 


He 


Phe 


Val 


Asp 


Glu 


Gly 






35 










40 










45 








Ala 


Ala 


Cvs 


Gly Gin 


Ser 


Leu 


Glu Glu Arg 


Ser 


Lys 


Thr 


Leu 


Ala 


Glu 




50 










55 










60 










Val 


Lys 


Pro 


lie 


Leu 


Gin 


Ala 


Thr 


Gly 


Phe 


Pro 


Trp 


His 


Val 


Val 


Ala 


65 








70 










75 










80 


Leu 


Glu 


Glu 


Val 


Phe 
85 


Ser 


Leu 


Pro 


Pro 


Ser 
90 


Val 


Leu 


Trp 


Cys 


Ser 
95 


Ala 


Gin 


Glu 


Leu 


Val 


Gly 


Ser 


Glu 


Gly Ala 


Tyr 


Lys 


Ala 


Ala. 


Val 


Asp 


Ser 








100 










105 










110 






Phe 


Leu 


Gin 


Gin 


Gin 


Tyr 


Val 


Leu Gly Ala Gly Gly Gly 


Pro Gly 


Pro 






IIS- 










120 










125 








Thr 


Gin 
130 


Glv 


Glu 


Glu 


Gin 


Pro 
135 


Pro 


Gin 


Pro 


Pro 


Leu 

14 0 


Asp 


Pro 


Gin 


Asn 




Ala 




Pro 


Pro 


Ala 


Pro 


Ala 


Gin 


Thr 


Glu 


Ala 


Leu 


Ser 


Gin 


Leu 


145 










150 










155 










160 


Phe 




Ser 


Val 


Arg 
165 


Thr 


Leu 


Thr 


Ala 


Lys 
170 


Glu 


Glu 


Leu 


Leu 


Gin 
175 


Thr 




Arg 


Thr 


His 


Leu 


He 


Leu 


His 


Met 


Ala 


Arg 


Ala 


His 


Gly Tyr 


Ser 








180 










185 










190 






Lys 


Val 


Met 


Thr Gly 


Asp 


Ser 


Cys 


Thr 


Arg 


Leu 


Ala 


He 


Lys 


Leii 


Met 






195 










200 










205 








Thr 


Asn 


Leu 


Ala 


Leu 


Gly Arg 


Gly Ala 


Phe 


Leu 


Ala 


Trp 


Asp 


Thr 


Gly 




210 










215 










220 










Phe 


Ser 


Asp 


Glu 


Arg 


His 


Gly 


Asp 


val 


Val 


Val 


Val 


Arg 


Pro 


Met 


Arg 


225 










230 










235 










240 


Asp 


His 


Thr 


Leu 


Lys 


Glu 


Val 


Ala 


Phe 


Tyr Asn 


Arg 


Leu 


Phe 


Ser 


Val 








245 










250 










255 




Pro 


Ser 


Val 


Phe 
260 


Thr 


Pro 


Ala 


Val 


Asp 
265 


Thr 


Lys 


Ala 


Pro 


Glu 
270 


Lys 


Ala 


Ser 


Xle 


His 
275 


Arg 


Leu 


Met 


Glu 


Ala 
280 


Phe 


He 


Leu 


Arg 


Leu 
285 


Gin 


Thr 


Gin 


Phe 


Pro 
290 


Ser 


Thr 


Val 


Ser 


Thr 
295 


Val 


Tyr 


Arg 


Cys 


Val. 
300 


Trp 


Val 


Cys 


Ala 


Gly Gly Ala 


Arg 


Val 


Cys 


Ala 


Val 


Cys 


Gly Cys 


Val 


Arg 


Val 


Val 


Ser 


305 










310 










315 










320 


Ser 


Pro 


Leu 


Val 


Leu 
325 


Arg 


Pro 


Gly 


Leu 


Arg 
330 


Val 


Glu 


Pro 


Gin 


Pro 
335 


Val 



<210> 4327 

<:211> 551 

<212> DNA 

<213> Homo sapiens 

<400> 4327 

tggccacagg cagagccgcc tctgcaggtg acacccaccc caggccgtgc accccacctc 
60 

caccctcgca ggccacccag acggcagctt ggggaaacct gggaggtccc gtaccctcac 
120 

tgtgcaggtg gggaaattta gaccctgaaa aagggatgcc ctgagatcac catgagattg 
180 

aggggcaagc agggctcacc ctgactggct cacttcccag gcacccccat gagcccaggc 
240 
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gaaccggctc atctttccag gcgagaaggt agcgtctggg tcctgggggt ctgactgagc 
180 

agcctggccc ctcgaggtcc ctgcttgtcc ctcccacagg cagcctggcc tgctgcagcc 
240 

cgccagctcc tccttggcct ttgaggacag actcgatgtc ctagatgtcc acgaggtggg 
300 

gtgtctgcct gtgttggagg tgcggtgccc tgagtgatgt tttttctccc ccaggtgctc 
360 

ttggcgtggt ctggggggcc ttcgtccagc tccatggtct ggcaggttct tgagggcctg 
420 

agccaagatt ctgccaaaag actgcgcttt gtggcaggag tcatctttgt tgacgaggga 
480 

gcagcctgtg gccagagcct agaggagaga tcaaagaccc tggccgaagt gaagcccatt 
540 

ctgcaagcaa ctgggttccc atggcatgtg gtggccttag aggaggtgtt cagcctgcca 
600 

ccgtcggtgc tttggtgctc tgcccaggag ctggtgggat ccgagggggc ctacaaggcg 
660 

gccgtggaca gcttcctcca gcagcagtat gtgctggggg ccgggggtgg tcctggcccg 
720 

actcaagggg aggaacagcc accccagccc ccgctggacc cccagaacct ggcaagaccg 
780 

cctgcccctg cccagactga ggctctttcc caactgttct gctcagtgag gacactgact 
840 

gccaaggagg agcttctgca gaccctgcgg acccacctga tcctccacat ggcccgagcc 
900 

cacggctact ccaaggtcat gactggggac agctgcacac gcttggctat caagctcatg 
960 

accaacctgg cgctgggtcg aggggccttc ctggcctggg atacgggctt ctcggatgag 
1020 

cggcacgggg acgtggtggt ggtgcggccc atgcgggacc acaccctgaa ggaggtcgct 
1080 

ttctacaacc gcctgttctc cgttccttct gtcttcacac cagccgtcga caccaaggcc 
1140. 

cctgaaaagg ccagcatcca ccggctgatg gaggccttca tcctcaggct gcagacccag 
1200 

ttcccctcca ctgtcagcac tgtgtacagg tgtgtgtggg tgtgtgcggg gggtgcgcgg 
1260 

gtgtgtgctg tgtgcgggtg tgtgcgggtg gtgagctcac cactcgtgct caggccaggg 
1320 

cttagggtgg agccccagcc cgtgtgattc acctgctcct cccacaatcc ggccacagga 
1380 

caagtgagaa gcttgtgaag ggccc 
1405 



<210> 4326 
<211> 336 
<212> PRT 

<213> Homo sapiens 



<400> 4326 

Met Phe Phe Leu Pro Gin Val Leu Leu Ala Trp Ser Gly Gly Pro Ser 

1 5 10 15 

Ser Ser Ser Met Val Trp Gin Val Leu Glu Gly Leu Ser Gin Asp Ser 
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180 185 190 

Asn Ser Arg Glu Ser Ser Pro Leu Pro Lys Glu Val Asn Asp Ser Pro 

195 200 205 

Arg Ala Ala Asp Lys Ser^ Pro Glu Ser Gin Asn Leu lie Asp Gly Thr 

210 215 220 

Lys Lys Pro Ser Leu Lys Gin Pro Asp Ser Pro Arg Ser lie Ser Ser 
225 230 235 240 

Glu Asn Ser Ser Lys Gly Ser Pro Ser Ser Pro Ala Gly Ser Thr Pro 

245 250 255 

Ala He Pro Lys Val Arg He Lys Thr He Lys Thr Ser Ser Gly Glu 

260 265 270 

He Lys Arg Thr Val Thr Arg Val Leu Pro Glu Val Asp Leu Asp Ser 

275 280 - 285 

Gly Lys Lys Pro Ser Glu Gin Thr Ala Ser Val Met Ala Ser Val Thr 

290 295 300 

Ser Leu Leu Ser Ser Pro Ala Ser Ala Ala Val Leu Ser Ser Pro Pro 
305 310 315 320 

Arg Ala Pro Leu Gin Ser Ala Val Val Thr Asn Ala Val Ser Pro Ala 

325 330 335 

Glu Leu Thr Pro Lys Gin Val Thr He Lys Pro Val Ala Thr Ala Phe 

340 345 350 

Leu Pro Val Ser Ala Val Lys Thr Ala Gly Ser Gin Val He Asn Leu 

355 360 365 

Lys Leu Ala Asn Asn Thr Thr Val Lys Ala Thr Val He Ser Ala Ala 

370 375 380 

Ser Val Gin Ser Ala Ser Ser Ala He He Lys Ala Ala Asn Ala He 
385 390 395 400 

Gin Gin Gin Thr Val Val Val Pro Ala Ser Ser Leu Ala Asn Ala Lys 

405 410 415 

Leu Val Pro Lys Thr Val His Leu Ala Asn Leu Asn Leu Leu Pro Gin 

420 425 ' 430 

Gly Ala Gin Ala Thr Ser Glu Leu Arg Gin Val Leu Thr Lys Pro Gin 

435 440 445 

Gin Gin He Lys Gin Ala He He Asn Ala Ala Ala Ser Gin Pro Pro 

450 455 460- 

Lys Lys Val Ser Arg Val Gin Val Val Ser Ser Leu Gin Ser Ser Val 
465 470 475 480 

Val Glu Ala Phe Asn Lys Val Leu Ser Ser Val Asn Pro Val Pro Val 

485 490 495 

Tyr He Pro Asn Leu Ser Pro Pro Ala Asn Ala Gly He Thr Leu Pro 
500 505 510 

Thr Arg 



<210> 4325 
<211> 1405 
<212> DNA 

<213> Homo sapiens 
<400> 4325 

acgcgtgccc ggggtctgct gtgcagcgca gcccgttgtg gtgatacgag ccggagatgc 
60 

cttctgcagg gactgtttca aggccttcta cgtccacaag ttcatagcca tgctgggcaa 
120 



3518 



WO 00/58473 PCT/USOO/08621 



ttgccagaag tggatcttga ctctggaaag aaaccttccg agcagacagc gtccgtcatg 
900 

gcctctgtga catcccttct gtcgtctcca gcatcagccg ccgtcctttc ctctcccccc 
960 

agggcgcctc tccagtctgc ggtcgtgacc aatgcagttt cccctgcaga gctcaccccc 
1020 

aaacaggtca caatcaagcc tgtggctact gctttcctcc cagtgtctgc tgtgaagacg 
1080 

gcaggatccc aagtcattaa tttgaagctc gctaacaaca ccacggtgaa agccacggtc 
1140 

atatctgctg cctctgtcca gagtgccagc agcgccatca ttaaagctgc caacgccatc 
1200 

cagcagcaaa ctgtcgtggt gccggcatcc agcctggcca atgccaaact cgtgccaaag 
1260 

actgtgcacc ttgccaacct taaccttttg cctcagggtg cccaggccac ctctgaactc 
1320 

cgccaagtgc taaccaaacc tcagcaacaa ataaagcagg caataatcaa tgcagcagcc 
1380 

tcgcaacccc ccaaaaaggt gtctcgagtc caggtggtgt cgtccttgca gagttctgtg 
1440 

gtggaagctt tcaacaaggt gctgagcagt gtcaatccag tccctgttta catcccaaac 
1500 

ctcagtcctc ccgccaatgc agggatcacg ttaccgacgc gt 
1542 

<210> 4324 

<211> 514 

<212> PRT 

<213> Homo sapiens 

<400> 4324 

Xaa Tyr Ser Lys Asp Gly Ala Lys Ser Leu Lys Gly Asp Val Pro Ala 

1 .5 10 15 

Ser Glu Val Thr Leu Lys Asp Ser Thr Phe Ser Gin Phe Ser Pro lie 

20 25 30 

Ser Ser Ala Glu Glu Phe Asp Asp Asp Glu Lys lie Glu Val Asp Asp 

35 40 45 

Pro Pro Asp Lys Glu Asp Met Arg Ser Ser Phe Arg Ser Asn Val Leu 
50 55 60 

1 Thr Gly Ser Ala Pro Gin Gin Asp Tyr Asp Lys Leu Lys Ala Leu Gly 
65 70 75 80 

Gly Glu Asn Ser Ser Lys Thr Gly Leu Ser Thr Ser Gly Asn Val Glu 

85 90 95 

Lys Asn Lys Ala Val Lys Arg Glu Thr Glu Ala Ser Ser lie Asn Leu 

100 105 . 110 

Ser Val Tyr Glu Pro Phe Lys Val Arg Lys Ala Glu Asp Lys Leu Lys 

115 120 125 

Glu Ser Ser Asp Lys Val Leu Glu Asn Arg Val Leu Asp Gly Lys Leu 

130 135 140 

Ser Ser Glu Lys Asn Asp Thr Ser Leu Pro Ser Val Ala Pro Ser Lys 
145 150 155 160 

Thr Lys Ser Ser Ser Lys Leu Ser Ser Cys lie Ala Ala lie Ala Ala 

165 170 175 

Leu Ser Ala Lys Lys Ala Ala Ser Asp Ser Cys Lys Glu Pro Val Ala 
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<210> 4322 

<211> 85 

<212> PRT 

<213> Homo sapiens 



<400> 4322 

Met Gly Ala Gly Gly His Lys Thr Ser Ala Gin Leu Thr Pro Ala Pro 

1 5 10 15 

His Val Leu lie Cys Ser Pro Asp Leu Gly Leu Pro Ser Glu Pro Leu 

20 25 30 

Asn Ala Trp Val Pro Pro Arg Ala Ala Phe His Arg Asp Ala Gly Pro 

35 40 45 

Ala Val Ala Gly Pro Cys Arg Cys Gly Gly Leu Leu Thr Lys Glu Pro 

50 55 60 

Gly Leu Ala Ala Trp Asn Asn Leu Gin Val Gly Val Leu Arg Gly Leu 
65 70 75 80 

Trp Gin Val Leu Gly 
85 



<210> 4323 

<211> 1542 

<212> DNA 

<213> Homo sapiens 

<400> 4323 

ngttacagta aagatggagc aaagtccttg aaaggagatg tgcctgcctc tgaggtgaca 
60 

ctgaaagact cgacattcag ccagtttagc ccgatctcca gtgctgaaga gtttgatgac 
120 

gacgagaaga ttgaggtgga tgacccccct gacaaggagg acatgcgatc aagcttcagg 
180 

tcgaatgtgt tgacggggtc ggctccccag caggactacg ataagctgaa ggcact'cgga 
240 

ggggaaaact ccagcaaaac tggactctct acgtcaggca atgtggagaa aaacaaagct 
300 

gttaagagag aaacagaagc cagttctata aacctgagtg tttatgaacc ttttaaagtc 
360 

agaaaagcag. aggataaatt gaaggaaagc tctgacaagg tgctggaaaa cagagtccta 
420 

gatgggaagc tgagctccga gaagaatgac accagcctcc ccagcgttgc gccatcaaag 
480. 

acaaagtcgt cctccaagct ctcgtcctgc atcgctgcca tcgcggctct cagcgctaaa 
540 

aaggcggctt cagactcctg caaagaacca gtggccaatt cgagggaatc ctccccgtta 
600 

ccaaaagaag taaatgacag tccgagagcc gctgacaagt ctcctgaatc ccagaatctc 
660 

atcgacggga ccaaaaaacc atccctgaag caaccggata gtcccagaag catctcaagt 
720 

gagaacagca gcaaaggatc cccgtcctct cccgcggggt ccacaccagc aatccccaaa 
780 

gtccgcataa aaaccattaa gacatcttct ggggaaatca agagaacagt gaccagggta 
840 
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ccaggccgta 
120 

gcagtcgcaa 
180 

agctgttccc 
240 

aaaatgtgca 
300 

atcttaaaag 
360 

aggccaggtc 
388 

<210> 4320 
<211> 129 
<212> PRT 
<213> Homo 



gccacagcaa 
gtgactcttg 
cccatcatat 
attacgacaa 
ccaaaaaact 
gaccgcggtc 

sapiens 



ggaccgaacc 
caataatagc 
caagagaagt 
aatcttggcc 
tcaaaggcag 
ggagagag 



ctgggaaaac 
atctcactcc 
gtagtggaag 
acaaagaaaa 
gccaggacag 



cagacagcct 
tatctgaaaa 
ctatgcaacg 
acctagacca 
ggaataactt 



tttagtgcct 
gttgacaagc 
ccaagctcgg 
tgtcaataaa 
tgtgaaacgt 



<400> 4320 
Xaa Met Glu Lys 
1 

Pro Ser Ser Ser 
20 

Lys Pro Asp Ser 
35 

Asn Ser lie Ser 
50 

His His lie Lys 
65 

Lys Met Cys Asn 

His Val Asn Lys 
100 

Thr Gly Asn Asn 
115 

Arg 



Ser lie Asp Ala 
5 

Pro Gly Arg Ser 

Leu Leu Val Pro 
40 

Leu Leu Ser Glu 
55 

Arg Ser Val Val 
70 

Tyr Asp Lys lie 
85~ 

lie Leu Lys Ala 

Phe Val Lys Arg 
120 



Val He Ala Thr 
10 

His Ser Lys Asp 
25 

Ala Val Ala Ser 

Lys Leu Thr Ser 
60 

Glu Ala Met Gin 
75 

Leu Ala Thr Lys 
90 

Lys Lys Leu Gin 
105 

Arg Pro Gly Arg 



Ala Ser Ala Pro 
15 

Arg Thr Leu Gly 
30 

Asp Ser Cys Asn 
45 

Ser Cys Ser Pro 

Arg Gin Ala Arg 
80 

Lys Asn Leu Asp 
95 

Arg Gin Ala Arg 
110 

Pro Arg Ser Glu 
125 



<210> 4321 

<211> 278 

<212> DNA 

<213> Homo sapiens 

<400> 4321 

ngcccagaac ctgccacagt 
60 

gaccaggctc cttggtgaga 
120 

cgtcccggtg gaaggcagcc 
180 

ccagatctgg ggaacagatg 
240 

gcccgcctgc ccccatcccc 
278 



cccctgagaa caccgacctg 
agaccaccac agcggcaggg 
ctgggcggaa cccaggcgtt 
agcacgtggg gagctggagt 
tccaggccac gttttaga 



caggttattc caggcagcca 
tccagccaca gcaggcccgg 
taacggctca ctaggcagcc 
gagctgagca gaagttttgt 
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cttgacaaag atgaacttat tgattatatt tgtagtgatg aacttgttat tggtaaagag 
600 

gagatggttt ttgaagccgt catgcgttgg gtctatcgtg ccgttgatct gagaagacca 
660 

ctgttacacg agctcctgac acatgtgaga ctccctctgt tgcatcccaa ctactttgtt 
720 

caaacagttg aagtggacca attg 
744 

<210> 4318 
<211> 239 
<212> PRT 

<213> Homo sapiens 
<400> 4318 

Pro Val Arg Asp Leu Gly Ser lie Ser Gly Ser Ser His Ala Glu Asn 

1 5 10 15 

lie Leu Gin lie Phe Asn Glu Phe Arg Asp Ser Arg Leu Phe Thr Asp 

20 25 30 

Val lie He Trp Val Glu Gly Lys Glu Phe Pro Cys His Arg Ala Val 

35 40 45 

Leu Ser Ala Cys Ser Ser Tyr Phe Arg Ala Met Phe Cys Asn Asp His 

50 55 60 

Arg Glu Ser Arg Glu Met Leu Val Glu He Asn Gly He Leu Ala Glu 
65 70 75 80 

Ala Met Glu Cys Phe Leu Gin Tyr Val Tyr Thr Gly Lys Val Lys He 

85 90 95 

Thr Thr Glu Asn Val Gin Tyr Leu Phe Glu Thr Ser Ser Leu Phe Gin 

100 105 110 

lie Ser Val Leu Arg Asp Ala Cys Ala Lys Phe Leu Glu Glu Gin Leu 

115 120 125 

Asp Pro Cys Asn Cys Leu Gly He Gin Arg Phe Ala Asp Thr His Ser 

' 130 135 140 

Leu Lys Thr Leu Phe Thr Lys Cys Lys Asn Phe Ala Leu Gin Thr Phe 
145 150 155 160 

Glu Asp Val Ser Gin His Glu Glu Phe Leu Glu Leu Asp Lys Asp Glu 

165 • 170 .175 

Leu He Asp Tyr He Cys Ser Asp Glu Leu Val He Gly Lys Glu Glu 

180 185 190 

Met Val Phe Glu Ala Val Met Arg Trp Val Tyr Arg Ala Val Asp Leu 

195 200 205 

Arg Arg Pro Leu Leu His Glu Leu Leu Thr His Val Arg Leu Pro Leu 

210 215 220 

Leu His Pro Asn Tyr Phe Val Gin Thr Val Glu Val Asp Gin Leu 
225 230 235 



<210> 4319 

<211> 388 

<212> DNA 

<213> Homo sapiens 

<400> 4319 

nccatggaga aaagtattga tgctgtgatt gcaactgcct ctgcaccacc ttcttccagt 
60 



3514 



WO 00/58473 



PCT/US00/08621 



<210> 4316 
<211> 169 
<212> PRT 

<213> Homo sapiens 



<400> 4316 

Xaa Leu lie Gin Tyr . Asp Trp Cys Pro Tyr Lys Lys Arg Lys Leu Gly 

15 .10 15 

His Arg Gin Ala Gin Ser Asp Asp His Val Lys Thr Gin Gly Arg Asp 

20 . 25 30 

Gly His Leu Pro Pro Arg His Gly His Leu Pro Ser Lys Pro Trp Ser 

35 40 45 

Pro Ser Pro Ser His Ser His Leu Pro Ser Lys Pro Pro Ser Pro Thr 

50 55 60 

lie Gin Ala Met Ala Thr Tyr Leu Pro Ser His Gly His Leu Pro Ala 
65 70 75 80 

Lys Pro Trp Ser Pro Thr His Gin Val Met Val Ala Tyr His Pro Arg 

85 90 95 

Ser Arg Pro Gly Thr Asp Pro Ser Pro Glu Pro Ser Val Gly Ala Asn 

100 105 110 

Pro Ala Asp Thr Leu lie Ser Asp Phe Lys Pro Pro Glu Leu Trp Asp 

115 120 125 

Asn Pro Ser Leu Ser Phe Asn Pro Pro Ser Met Trp Ser Leu Val Thr 

130 135 140 

Val Ala Leu Ala Ser Glu Pro Thr Arg Ala Leu Leu Gin Ser Pro Gly 
145 150 155 160 

Ser Gly Val Val Leu Val Arg Lys Phe 
165 

<210> 4317 

<211> 744 

<212> DNA 

<213> Homo sapiens 

<400> 4317 

nntgaagaga agtcaaaaaa ctcatgacct gtcagagatt tggggtccat ttcaggatca 
60 

tcccatgccg aaaacatact ccagatattt aatgaatttc gtgatagccg cttattcaca 
120 

gatgttatca tttgggtgga aggaaaagaa tttccttgcc atagagctgt gctctcagcc 
180 

tgtagcagct acttcagagc tatgttttgt aatgaccaca gggaaagccg agaaatgttg 
240 

gttgagatca atggtatttt agctgaagct atggaatgtt ttttgcagta tgtttatact 
300 

ggaaaggtga agatcactac agagaatgta cagtatctct ttgagacatc aagcctcttt 
360 

cagattagtg ttctccgtga tgcatgtgcc aagttcttgg aggagcaact tgatccttgt 
420 

aattgcttag gaatccagcg ctttgctgat acccattcac tcaaaacact cttcacaaaa 
480 

tgcaaaaatt ttgcgttaca gacttttgag gatgtatccc agcacgaaga atttcttgag 
540 
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gtttacttct ctgcacgggg gactcacccc aagaccattt ccagcagctt. cccaggtgat 
840 

gtggtgcccc aaggctgggc tttgcagctg tggcccagct ccttagtgct gcccaggaga 
900 

caccaggctg ctcagaatga ggtgactgcg ggcaac 
936 

<210> 4314 
<211> 110 
<212> PRT 

<213> Homo sapiens 
<400> 4314 

Met Ser Ser Leu Leu Leu Pro Ser Gin Ser Cys Asp Pro Val Met Ser 

1 5 10 15 

Thr Arg Met Ala Leu Trp Ser Leu Glu His Pro Ser Cys Cys Arg Val 

20 25 30 

Leu Gin Pro His Pro Phe Ser Thr Gly Pro Trp Tyr Pro Gly Ser Ser 

35 40 45 

Leu Ser Ser Ala Thr Asp Leu Cys Ala Leu Val Tyr Phe Ser Ala Arg 

50 55 60 

Gly Thr His Pro Lys Thr lie Ser Ser Ser Phe Pro Gly Asp Val Val 
65 70 75 80 

Pro Gin Gly Trp Ala Leu Gin Leu Trp Pro Ser Ser Leu Val Leu Pro 

85 90 95 

Arg Arg His Gin Ala Ala Gin Asn Glu Val Thr Ala Gly Asn 
100 105 110 

<210> 4315 

<211> 573 

<212> DNA 

<213> Homo sapiens 

<400> 4315 ' 

nncctaatcc aatatgactg gtgtccttat aagaagagga aattaggaca cagacaggca 
60 

cagagcgatg accatgtgaa gacacaggga agagatggcc acctaccacc acgccatggt 
120 

cacctaccat ccaagccatg gtcaccttca ccaagccaca gtcatctacc atccaagcca 
180 

ccgtcaccta ccatccaagc catggccacc tacctgccaa gccatggcca cctacccgcc 
240 

aagccatggt cacctaccca ccaagtcatg gtcgcctacc atccaaggag caggcctgga 
300 

acagatcctt ccccagagcc ctcagtagga gccaaccctg ctgacacctt gatctcagac 
360 

ttcaagcctc cagaactgtg ggacaatcct tcactgtcat ttaatccacc cagcatgtgg 
420 

tctcttgtca cagttgcatt agccagtgaa cctacccggg cccttctgca gtcgcctggc 
480 

tcaggagtgg ttctggtcag gaagttctga ggccaggcag gatcgggaca ctccctggaa 
540 

agacccgagg gagatatttg ggaaacaaga tgg 
573 
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<213> Homo sapiens 



<400> 4312 



Xaa 


Arg 


Val 


Lys 


Gly 


lie Arg 


Pro 


Trp 


Asn Cys 


Gin 


Arg 


Cys 


Phe 


Ala 


1 








5 








10 








15 




His 


Tyr 


Asp 


Val 


Gin 


Ser lie 


Leu 


Phe 


Asn lie 


Asn 


Glu 


Ala 


Met 


Ala 








20 








25 








30 






Thr 


Arg 


Ala 


Asn 


Val 


Gly Lys 


Arg 


Lys 


Asn lie 


Thr 


Thr Gly Ala 


Ser 






35 








40 








45 








Ala 


Ala 


Ser 


Gin 


Thr 


Gin Met 


Pro 


Thr 


Gly Gin 


Thr Gly Asn Cys 


Glu 




50 








55 








60 










Ser 


Pro 


Leu 


Gly 


Ser 


Lys Glu Asp 


Leu 


Asn Ser 


Lys 


Glu 


Asn 


Leu Asp 


65 










70 






75 










8 0 


Ala 


Asp 


Glu 


Gly 


Asp Gly Lys 


Ser Asn Asp Leu 


Val 


Leu 


Ser 


Cys 


Pro 










85 








90 








95 




Tyr 


Phe 


Arg 


Asn 


Glu 


Thr Gly Gly Glu 


Gly Asp 


Arg 


Arg 


He 


Ala 


Leu 








100 








105 








110 






Ser 


Arg 


Ala 


Asn 


Ser 


Ser Ser 


Phe 


Ser 


Ser Gly 


Glu 


Ser 


Cys 


Ser 


Phe 






115 








120 








125 








Glu 


Ser 


Ser 


Leu 


Ser 


Ser His 


Cys 


Thr 


Asn Ala 


Gly Val 


Ser 


Val 


Leu 




130 








135 








140 











<210> 4313 

<2ll> 936 

<212> DNA 

<213> Homo sapiens 

<400> 4313 

ggatccctcc tttttcctcc cctgccctgc ccaggcccag atggccttga ctgtaaagcc 
60 

aggtgctgcc tgacaggttc ttctctccct gtctctggtc attgatccat ctctttgtcc 
120 

attcagtatc caaccatcct ctccattctc ctctggacct caccactctc agagctgctt 
180 

gtcctggcag aatctacagt tcaccccaac tctatgcctt acccctccca acccaacagc 
240 

atttgcagtt tgcaaaatat acagacccaa gtcctgaggg gactgaggac atgatgctgg 
300 

gcccaagtct cctgctcagg gcttctctcc aatgccagcc ctgccactcc ttcctcaccc 
360 

tccttggagc ctcctctgct gcttgtctat cccaacggcc. ctgctcccct cccttcctgc 
420 

ccttcaccag ctttctggga caccatgccc tgaggaaggg acctttggtt ttctctaaac 
480 

atctttgaag ggctgaggca gtcagggctg gctgccttgt cactctttat ttggaagcca 
540 

ctcaaaccat tcccaagaag agggacctca gctggcaatc tggaaacctg gcccaggtct 
600 

gggcagatgt cttcacttct cctaccttcc cagtcttgtg atcctgtgat gagcaccagg 
660 

atggccctgt ggtccctaga gcacccctca tgctgtaggg tcctgcagcc ccatcctttc 
720 

tctactgggc cctggtatcc tggctcctct ctcagctctg ccactgatct ctgtgcctta 
780 
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385 390 395 400 

Lys His Leu Glu Glu Glu Lys Met Arg His Leu Leu His Val Leu Lys 

405 410 415 

Val Asp Leu Gly Cys Thr Ser Glu Glu Asn Ser Val Lys Gin Asn Asp 

420 425 430 

Val Asp Met Leu Asn Val Phe Asp Phe Glu Lys Ala Gly Asn Ser Glu 

435 440 445 

Pro Asn Glu Leu Lys Asn Glu Ser Glu Val Thr lie Gin Gin Glu Arg 

450 455 460 

Gin Gin Tyr Gin Lys Ala Leu Asp Met Leu Leu Ser Ala Pro Lys Asp 
465 470 475 480 

Glu Asn Glu lie Phe Pro Ser Pro Thr Glu Phe Phe Met Pro lie Tyr 

485 490 495 

Lys Ser Lys His Ser Glu Gly Val lie lie Gin Gin Val Asn Asp Glu 

500 505 510 

Thr Asn Leu Glu Thr Ser Thr Leu Asp Glu Asn His Pro Ser lie Ser 

515 520 525 

Asp Ser Leu Thr Asp Arg Glu Thr Ser Val Asn Val lie Glu Gly Asp 

530 535 540 

Ser Asp Pro Glu Lys Val Glu lie Ser Asn Gly Leu Cys Gly Leu Asn 
545 550 555 560 

Thr Ser Pro Ser Gin Ser Val Gin Phe Ser Ser Val Lys Gly Asp Asn 

565 . 570 575 

Asn His Asp Met Glu Leu Ser Thr Leu Lys lie Met Glu Met Ser lie 

580 585 590 

Glu Asp Cys Pro Leu Asp Val 
595 

<210> 4311 
<211> 432 
<212> DNA 

<213> Homo sapiens 
<400> 4311 

nnacgcgtga agggcattcg cccttggaat tgtcagcgat gttttgcaca ttatgatgtc 
60 

cagagcattt ,tgtttaatat caacgaagcc atggctacga gggctaatgt ggggaaaagg 
120 

aaaaacataa ccactggggc atctgcagca tcccagactc agatgcctac gggccagaca 
180 

ggcaactgtg agtccccttt agggagcaag gaggacctca actccaaaga gaacctggat * 
240 

gccgatgagg gagatgggaa aagtaacgac ctcgtcctta gttgtcctta ctttagaaat 
300 

gagactggag gggaaggcga caggcggatt gcgctctctc gagccaactc atcctctttc 
360 

agttctgggg aaagctgctc tttcgaatcg tcactcagct ctcactgcac aaatgcaggt 
420 

gtctccgtct tg 
432 

<210> 4312 
<211> 144 
<212> PRT 
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<211> 599. 
<212> PRT 

<213> Homo sapiens 
<400> 4310 

Met Asn Gly Ser Arg Arg Val Arg Ala Thr Ser Val Leu Pro Arg Tyr 

15 10 15 

Gly Pro Pro Cys Leu Phe Lys Gly His Leu Ser Thr Lys Ser Asn Ala 

20 25 30 

Phe Cys Thr Asp Ser Ser Ser Leu Arg Leu Ser Thr Leu Gin Leu Val 

35 40 45 

Lys Asn His Met Ala Val His Tyr Asn Lys He Leu Ser Ala Lys Ala 

50 55 60 

Ala Val Asp Cys Ser Val Pro Val Ser Val Ser Thr Ser lie Lys Tyr 
65 70 75 80 

Ala Asp Gin Gin Arg Arg Glu Lys Leu Lys Lys Glu Leu Ala Gin Cys 

85 90 95 

Glu Lys Glu Phe Lys Leu Thr Lys Thr Ala Met Arg Ala Asn Tyr Lys 

100 105 HO 

Asn Asn Ser Lys Ser Leu Phe Asn Thr Leu Gin Lys Pro Ser Gly Glu 

115 120 125 

Pro Gin lie Glu Asp Asp Met Leu Lys Glu Glu Met Asn Gly Phe Ser 

130 135 140 

Ser Phe Ala Arg Ser Leu Val Pro Ser Ser Glu Arg Leu His Leu Ser 
145 150 155 160 

Leu His Lys Ser Ser Lys Val He Thr Asn Gly Pro Glu Lys Asn Ser 

165 170 175 

Ser Ser Ser Pro Ser Ser Val Asp Tyr Ala Ala Ser Gly Pro Arg Lys 

180 185 190 

Leu Ser Ser Gly Ala Leu Tyr Gly Arg Arg Pro Arg Ser Thr Phe Pro 

195 . 200 205 

Asn Ser His Arg Phe Gin Leu Val He Ser Lys Ala Pro Ser Gly Asp 

210 215 220 

Leu Leu Asp Lys His Ser Glu Leu Phe Ser Asn Lys Gin Leu Pro Phe 
225 230 235 240 

Thr Pro Arg Thr Leu Lys Thr Glu Ala Lys Ser Phe Leu Ser Gin Tyr 

245 250 255 

Arg Tyr Tyr Thr Pro Ala Lys Arg Lys Lys Asp Phe Thr Asp Gin Arg 

260 265 270 

lie Glu Ala Glu Thr Gin Thr Glu Leu Ser Phe Lys Ser Glu Leu Gly 

275 280 285 

Thr Ala Glu Thr Lys Asn Met Thr Asp Ser Glu Met Asn He Lys Gin 

290 ' 295 300 

Ala Ser Asn Cys Val Thr Tyr Asp Ala Lys Glu Lys He Ala Pro Leu 
305 310 315 320 

Pro Leu Glu Gly His Asp Ser Thr Trp Asp Glu He Lys Asp Asp Ala 

325 330 335 

Leu Gin His Ser Ser Pro Arg Ala Met Cys Gin Tyr Ser Leu Lys Pro 

340 345 350 

Pro Ser Thr Arg Lys He Tyr Ser Asp Glu Glu Glu Leu Leu Tyr Leu 

355 360 365 

Ser Phe He Glu Asp Val Thr Asp Glu He Leu Lys Leu Gly Leu Phe 

370 375 380 

Ser Asn Arg Phe Leu Glu Arg Leu Phe Glu Arg His He Lys Gin Asn 
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caataacata tccaaagcct tttggtattg ttgacgttcc tgctgaattg ttacttcact 
480 

ttcatttttt aattcatttg gttctgaatt cccagccttt tcaaaatcaa atacattcaa 
540 

catatcaaca tcattttgct ttaccgagtt ttcctccgat gtgcagccta agtctacttt 
600 

caggacatgc agcaggtggc gcattttttc ctcctccaaa tgtttatttt gttttatatg 
660 

tcgctcgaac agtcgttcta aaaacctgtt tgaaaataaa ccaagtttca aaatttcatc 
720 

. tgttacatct tcaatgaaac tcagatacaa cagttcttct tcatcagagt agattttacg 
780 

agttgaaggg ggcttcaggg aatactgaca cattgccctt ggtgaggaat gctgaagagc 
840 

atcatcctta atctcatccc atgttgagtc atgcccttct aaaggtaaag gagctatttt 
900 

ttctttggca tcatatgtca cacaattaga tgcctgcttt atgttcattt ctgaatctgt 
960 

catgttttta gtctcagctg tccccaactc agatttaaag cttaattcag tctgggtttc 
1020 

agcttctatc cgttgatctg taaaatcctt ttttcttttg gcaggtgtat aatagcgata 
1080 

ctgtgacagg aaagattttg cttctgtttt taaagtgcga ggagtgaatg gcaattgttt 
1140 

gttagaaaag agttcagaat gtttatccaa aagatcccca ctgggtgctt tcgaaatgac 

taactgaaac cggtgggaat ttgggaatgt gcttctgggc cttctgccat acagggctcc 
1260 

agagctcagt ttccggggcc cggaggctgc ataatccaca ctggacgggg aggaactgga 
1320 

gttcttctca ggaccatttg tgatgacttt actggattta tgtagactta ggtgtagtct 
1380 

ctctgaagag ggtactagtg accttgcaaa ggatgaaaat ccattcattt cttcttttaa 
1440 

catgtcatcc tcaatttgcg gttcgcctga gggcttttgt aaggtattaa aaagtgactt 
1500 

ggaattattt ttataattgg ctcgcattgc agttttagtt aatttgaact ctttttcaca 

1560 ^ ^ 

ttgtgctaat tcctttttga gtttctctct tcgttgttgg tctgcatact ttatgctggt 

1620 

actcacgctt actggaaccg agcagtctac tgcagctttg gctgaaagga ttttattata 
1680 

gtgaacagcc atgtgattct tgaccagctg gagagtgctt agtctgagag aagaggagtc 
1740 

agtgcaaaaa gcattacttt tggtgctcaa gtgtccttta aataggcacg gtggaccata 
1800 

tctgggaagg acagaggttg ctctgactct ccggctgcca ttcatgctta gtcctcttgc 
1860 

agccgccgca gggacacgct gtataccctt cggtccttcc cgcgccgccc accccggcag 
1920 

tggaggac 
1928 

<210> 4310 
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<210> 4308 

<211> 200 

<212> PRT 

<213> Homo sapiens 



<400> 4308 



Gly 


Pro 


Ser 


Leu 


Ser 


Ser 


Trp 


Ala 


Ser 


Arg Ser Ser Leu 


Pro Ala 


Cys 


1 


















10 


15 




Cys 


Arg 


Gly 


Thr 


Thr 


Ser 


Thr 


Ser Gly Thr Cys Gly Arg 


Cys Gly Pro 








2 0 










25 




30 




Ala 


Pro 


Gly 


Ala 


Arg 


Cys 


His 


Gly Asp Ala Pro Gly Ser 


Leu Ala 


Ala 






1 Q. 
J D 










4 0 




45 






Arg 


Cys 


Gly 


Cys 


Gly 


Val 


Gin Gly Val 


Gin Gly Thr Ala 


Arg Cys 


Ala 




50 










55 






60 






Ser 


Cys 


Ser 


Cys 


Cys 


His 


Ala 


Ser 


Leu 


Cys Pro Ala Gly 


Gly Cys 


Gly 


65 










70 : 








75 




80 


Trp Gly 


Cys 


Ser 


Phe 


Leu 


Thr 


Gly 


Xaa 


Cys Gly Gly Ser 


Gly Ala 


Xaa 










85 










90 


95 




Cys 


Gly 


Asp 


Cys 


Glu 


Gly 


Phe 


Asp 


Val 


His He Met Asp 


Asp Met 


He 








100 










105 




110 




Lys 


Val 


Gly 


Arg 


Ala 


Thr 


Leu 


Cys 


He 


Val Pro Pro Thr 


Cys Ser 


Cys 






115 










120 




125 






He 


Ala 


Gly 


Leu 


Ser 


Gin Gly 


Pro 


Ser 


Leu Gly Ser Thr 


Gly Ser 


Ser 




130 










135 






140 






Val 


Gly 


Gly 


Ser 


Glu 


Val 


Arg 


Cys 


Cys 


His Phe Val Trp 


Phe Asn 


Met 


145 










150 








155 




160 


Ser 


He 


Ala 


Trp 


Tyr 


Gin 


Pro 


Cys 


Ser 


Trp Leu Arg Ala 


Val Thr 


Leu 










165 










170 


175 




Cys 


Gin 


Asn 


Leu 


His 


Trp 


Ala 


Cys 


Thr 


Ser Cys His Cys 


Asn Cys 


Pro 








180 










185 




190 




Cys 


Gin 


Cys 


Pro 


Gin 


Leu 


Leu 


Phe 











195 200 

<210> 4309 

<211> 1928 

<212> DNA 

<213> Homo sapiens 

<400> 4309 

tttttttttg agttactggc catttgaggt atttattaat gaagattaaa catccaaagg 
60 

gcagtcctca atgctcattt ccatgatttt aagagttgat aactccatgt catgattatt 
120 

gtcgcctttg acactggaga actgaacaga ttgggagggt gatgtgttaa gaccacataa 
180 

tccatttgaa atctcaacct tttcagggtc actatcacct tcaatgacat tcacagaagt 
240 

ttcccgatct gttaaactgt ctgaaatact tggatgattt tcatccaaag ttgaagtttc 
300 

aagatttgtt tcatcattca cctgttgaat tataacccct tctgaatgct ttgatttata 
360 

aataggcatg aaaaattcag ttggtgaagg gaatatctcg ttctcatcct ttggtgccga 
420 



3507 



WO 00/58473 



PCT/USOO/08621 



930 935 940 

Ser His Ala Ser Leu Pro Asn He Trp Thr Ala Trp Gin Ala He Thr 
945 950 955 . 960 

Pro Leu val Glu Glu Leu Asn Val Leu Leu Gin Glu Trp Pro Gly Leu 

965 970 975 

His Tyr Thr Val His lie Leu Cys Ser Lys Cys Leu Lys Arg Gly Ser 

980 985 990 

Pro Asn Pro His Ala Phe Pro Gly Glu Leu Leu Ser Gin Pro Arg Pro 

995 . 1000 1005 

Glu Gly Val Ala Glu He He Cys Pro Lys Asn Gly Ser Glu Arg Val 

1010 1015 1020 

Asn Val Ala Leu Val Tyr Pro Pro Thr Pro Thr Val He Ser Pro Cys 
1025 1030 1035 1040 

Ser Lys Lys Asn Val Gly Glu Lys His Arg Asn Gin 
1045 1050 

<210> 4307 

<211> 947 

<212> DNA 

<213> Homo sapiens 

<400> 4307 

tgtacagcct gcagaggacc agccctgaaa agaatgagag agtccgccag atgcgccccg 
60 

tgtgtgactg ccaggctcac ctgctctgga accggcctcg gtttggagag atcaatgacc 
120 

aggacagaac tgatcgatac gtccaggctc tgaggaccgt ctctctcctc ctgggcgagc 
180 * 

cgttcttcac taccagcctg ctgccgtggc acaacctcta cttctggtac gtgcggacgc 
240 

tgtggaccag cacctggggc caggtgccat ggtgatgccc caggcagcct cgctgcacgc 
300 

tgtggttgtg gagttcaggg tgtgcaggga acagcaagat gtgcctcttg ttcttgctgc 
360 

cacgcttccc tgtgtcctgc gggcgggtgt ggatggggct gctccttcct cacaggancc 
420 

tgtggcggat . ccggagccnc ctgtggtgac tgcgaaggct tcgacgtgca catcatggat 
480 

gacatgatta aggtaggcag ggccacactc tgcatagtcc ccccgacctg ctcctgtatc 
540 

gcaggcctct cacagggtcc cagcttgggc agcacaggct cttctgttgg gggcagtgag 
600 

gtcaggtgct gccattttgt gtggttcaac atgagcattg cttggtacca gccctgttct 
660 

tggctccgtg ctgtcaccct gtgtcagaat ctccactggg cctgcacgtc ctgtcattgc 
720 

aactgcccct gccagtgccc acagcttctt ttctagtggg gctgactttc cagaggccat 
780 

ctgggaacct tcttaggcag ccatttccat ggtgggggct ccattcccgg gaggggtacc 
840 

tgaggagatt cccacaggtt atttacatgg taggggttag caactgggcc tacgttctcc 
900 

agaaccatgg gctgtcctga cagcgccagt ggtccttgga ttcatga 
947 
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500 505 510 

Pro Thr Thr Va'l Gly Ser Phe Leu His Arg Val Gly Ala Arg Val Pro 

515 520 525 

Asn Ala Val Val Cys He Val Gly Thr His Ala Asp Leu Cys Gly Glu 

530 535 540 

Arg Glu Leu Glu Glu Lys Cys Leu Asp He His Arg Gin He Ala Leu 
545 550 ' 555 560 

Gin Glu Lys His Asp Ala Glu Gly Leu Ser Arg Leu Ala Lys Val Val 

565 570 575 

Asp Glu Ala Leu Ala Arg Asp Phe Glu Leu Arg Ser Ala Ser Pro His 

580 585 590 

Ala Ala Tyr Tyr Gly Val Ser Asp Lys Asn Leu Arg Arg Arg Lys Ala 

"595 1 600 . 605 

His Phe Gin Tyr Leu Leu Asn His Arg Leu Gin He Leu Ser Pro Val 

610 615 620 

Leu Pro Val Ser Cys Arg Asp Pro Arg His Leu Arg Arg Leu Arg Asp 
625 ' 630 635 640 

Lys Leu Leu Ser Val Ala Glu His Arg Glu He Phe Pro Asn Leu His 

645 650 . 655 

Arg Val Leu Pro Arg Ser Trp Gin Val Leu Glu Glu Leu His Phe Gin 

660 665 670 

Pro Pro Gin Ala Gin Arg Leu Trp Leu Ser Trp Trp Asp Ser Ala Arg 

675 680 685 

Leu Gly Leu Gin Ala Gly Leu Thr Glu Asp Arg Leu Gin Ser Ala Leu 

690 695 700 

Ser Tyr Leu His Glu Ser Gly Lys Leu Leu Tyr Phe Glu Asp Ser Pro 
705 710 715 720 

Ala Leu Lys Glu His Val Phe His Asn Leu Thr Arg Leu He Asp He 

725 730 735 

Leu Asn Val Phe Phe Gin Arg Asp Pro Ser Leu Leu Leu His Lys Leu 

740 745 750 

Leu Leu Gly Thr Ser Gly Glu Gly Lys Ala Glu Gly Glu Ser Ser Pro 

755 760 765 

Pro Met Ala Arg Ser Thr Pro Ser Gin Glu Leu Leu Arg Ala Thr Gin 

770 775 780 

Leu His Gin Tyr Val Glu Gly Phe Leu Leu His Gly Leu Leu Pro Ala 
. 785 790 795 800 

His Val He Arg Leu Leu Leu Lys Pro His Val Gin Ala Gin Gin Asp 

805 810 815 

Leu Gin Leu Leu Leu Glu Leu Leu Glu Lys Met Gly Leu Cys Tyr Cys 

820 825 830 

Leu Asn Lys Pro Lys Gly Lys Pro Leu Asn Gly Ser Thr Ala Trp Tyr 

835 840 845 

Lys Phe Pro Cys Tyr Val Gin Asn Glu Val Pro His Ala Glu Ala Trp 

850 855 860 

He Asn Gly Thr Asn Leu Ala Gly Gin Ser Phe Val Ala Glu Gin Leu 
865 870 875 880 

Gin He Glu Tyr Ser Phe Pro Phe Thr Phe Pro Pro Gly Leu Phe Ala 

885 890 895 

Arg Tyr Ser Val Gin He Asn Ser His Val Val His Arg Ser Asp Gly 

900 905 ' 910 

Lys Phe Gin He Phe Ala Tyr Arg Gly Lys Val Pro Val Val Val Ser 

915 920 925 

Tyr Arg Pro Ala Arg Gly Val Leu Gin Pro Asp Thr Leu Ser He Ala 
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65 










70 








75 










80 


Gly Leu 


Gly Ser 


Ala 


Leu Gly 


Ser 


Leu Arg Val 


Leu 


Val 


Leu Arg 


Arg 










Q C 

8 b 










90 








95 




Asn 


Arg 


rne 


M.X a. 


Arg 


Leu 


tr J. \j 


Pro 


Ala 


Val Ala 


Glu Leu Gly His 


His 








100 










105 








110 






Leu 


Tnr 


CjIU 


Leu 




VrtJ. 


Ser 


His 


Asn 


Arg Leu 


Thr 


Ala 


Leu Gly. Ala 






115 










120 








125 








Glu 


vai 


Val 


Ser 




Leu 


Arg 


Glu 


Leu Arg Lys 


Leu 


Asn 


Leu 


Ser 






130 










135 








140 










Asn 


Gin 


Leu 


Pro 


Ala 


Leu 


Pro 


Ala 


Gin 


Leu Gly 


Ala 


Leu 


Ala 


Wi e 


Leu 


145 










150 








155 










lb u 


Glu 


Glu 


Leu 


Asp 


Val 


Ser 


pne 


Asn Arg 


Leu Ala 


His 


Leu 


Pro 


Asp 


Ser 










165 










170 








175 




Leu 


Ser 


Cys 


Leu 


Ser 


Arg 


Leu 


Arg 


Thr 


Leu Asp 


Val 


Asp 


His 


Asn 


Gin 








180 










185 








190 






Leu 


Thr 


Ala 


Phe 


Pro 


Arg 


Gin 


Leu 


Leu 


Gin Leu 


Val 


Ala 


Leu 


Glu 


Glu 






195 










200 








205 








Leu 


Asp 


Val 


Ser 


Ser 


Asn 


Arg 


Leu Arg Gly Leu 


Pro 


Glu 


Asp 


He 


Ser 




210 










215 








220 










Ala 


Leu 


Arg 


Ala 


Leu 


Lys 


He 


Leu 


Trp 


Leu Ser 


Gly Ala 


Glu 


Leu 


Gly 


225 










230 








235 










240 


Thr 


Leu 


Pro Ala Gly 


Phe 


Cys 


Glu 


Leu 


Ala Ser 


Leu 


Glu 


Ser 


Leu 


Met 










245 










250 








255 




Leu 


Asp 


Asn Asn Gly 


Leu 


Gin 


Ala 


Leu 


Pro Ala 


Gin 


Phe 


Ser 


Cys 


Leu 








260 










265 








270 






Gin 


Arg 


Leu 


Lys 


Met 


Leu 


Asn 


Leu 


Ser 


Ser Asn 


Leu 


Phe 


Glu 


Glu 


Phe 






275 










280 








285 








Pro 


Ala 


Ala 


Leu 


Leu 


Pro 


Leu 


Ala Gly Leu Glu 


Glu 


Leu 


Tyr 


Leu 


Ser 




290 










295 








300 










Arg 


Asn 


Gin 


Leu 


Thr 


Ser 


Val 


Pro 


Ser 


Leu He 


Ser Gly Leu Gly. Arg 


305 










310 








315 










320 


Leu 


Leu 


Thr 


Leu 


Trp 


Leu Asp 


Asn 


Asn 


Arg He 


Arg 


Tyr 


Leu 


Pro 


Asp 










325 










330 








335 




Ser 


lie 


val 


Glu 


Leu 


Thr Gly 


Leu 


Glu 


Glu Leu 


val 


Leu 


Gin Gly Asn 








340 










345 








350 






Gin 


Tl o 

lie 


Ala 


Val 


Leu 


Pro 


Asp 


His 


Phe Gly Gin 


Leu 


Ser 


Arg 


Val 


Gly 






355 










360 








365 








Leu 


Trp 


Lys 


He 


Lys 


Asp 


Asn 


Pro 


Leu 


He Gin 


Pro 


Pro 


Tyr 


Glu 


Val 




370 










375 








380 










Cys 


Met 


Lys 


Gly He 


Pro 


Tyr 


He 


Ala 


Ala Tyr 


Gin Lys 


Glu 


Leu 


Ala 


385 










390 








395 










400 


His 


Ser 


Gin 


Pro 


Ala 


Val 


Gin 


Pro Arg 


Leu Lys 


Leu 


Leu 


Leu 


Met 


Gly 










405 










410 








415 




His 


Lys 


Ala Ala Gly Lys Thr 


Leu 


Leu 


Arg His 


Cys 


Leu 


Thr 


Glu 


Glu 








420 










425 








430 






Arg 


Val 


Glu Gly Cys 


Pro Gly 


Gly Gly Asp Lys 


Glu 


Lys 


Cys 


Tyr 


Pro 






435 










440 








445 








Pro 


Ser 


Pro 


Pro 


Pro 


Val 


Ser 


Lys 


Gly 


He Glu 


Val 


Thr 


Ser 


Trp 


Thr 




450 










455 








460 










Ala 


ASp 


Ala 


Ser 


Arg 


Gly 


Leu 


Arg 


Phe 


He Val 


Tyr Asp Leu Ala Gly 


465 










470 








475 










480 


Asp 


Glu 


Ser 


Tyr 


Glu 


Val 


He 


Gin 


Pro 


Phe Phe 


Leu 


Ser 


Pro Gly Ala 










485 










490 








495 




Leu Tyr 


Val 


Leu 


Val 


Val 


Asn 


Leu 


Ala 


Thr Tyr 


Glu 


Pro 


Arg 


His 


Phe 
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aaggcggagg gggaaagctc cccgcccatg gcgcggtcca cccccagcca ggaactgctc 



2340 



cgggccaccc agctccatca gtatgtggag ggctttctgt tgcatgggct cttgccagct 



2400 



catgtcattc ggttgctgct taagcctcat gtccaggccc agcaggactt gcagctgttg 



2460 



ctggagctgc tggagaagat gggactctgt tactgcctca ataaacccaa gggcaagcct 



2520 



ttgaatgggt ccacagcttg gtacaagttc ccatgctatg tgcagaacga ggtgccccat 



2580 



gcagaagcct ggattaatgg gaccaaccta gctgggcagt cttttgtggc tgagcagttg 



2640 



cagattgaat atagctttcc ttttactttt ccacctgggt tgtttgcacg ctacagtgtc 



2700 



cagatcaaca gccatgtggt gcacaggtcg gatggtaaat ttcagatctt tgcctataga 



2760 



gggaaagttc ctgtggttgt gagttacaga cctgccaggg gagtcctgca gccagacacc 



2820 



ctgtccattg ctagccatgc atcattacca aatatatgga ccgcatggca agccataacc 



2880 



cccttggtgg aggaactgaa tgtcctactt caggaatggc ctggactgca ctacaccgtg 



2940 



cacattctct gttctaagtg ccttaagaga ggatcgccca atccacatgc ttttccaggg 



3000 



gagttgctga gtcagcccag accggaagga gtggcagaga tcatttgccc caagaacggc 



3060 



agcgagcgag taaatgttgc cttggtttac ccacccacgc cgactgtgat cagcccctgt 



3120 



tccaagaaga atgttggtga aaagcacaga aaccagtgac gtttgtggct gtggaatttc 



3180 



catggagaaa agagagcatc tgaacacctg gaccatcttt tgcacctggc agaccctctg 



3240 



cactcacccc agcgtgttct gtgaacttga gtgacaacgc gtgcttgcag ggtgcttttt 
3300 

ggatgactgg ggaagaggtg gggagagggg tggtgggggg aagcatggac gagaacatgg 
3360 

agcaaatgtt ttacaacctg aacctcagaa ctgtgatctc 
3400 

<210> 4306 
<211> 1052 
<212> PRT 

<213> Homo sapiens 
<400> 4306 

Met Ala Gly Met Asp Ser Gly Asn LeiTLys Thr Ala Arg Leu Trp Arg 
1 5 10 15 v 

Asp Ala Ala Leu Arg Ala Arg Lys Leu Arg Ser Asn Leu Arg Gin Leu 

20 25 30 

Thr Leu Thr Ala Ala Gly Ala Cys Pro Gly Ala Gly Ala Asp Ala Leu 

35 40 45 

Glu Ser Pro Ala Ser Pro Gin Leu Val Leu Pro Ala Asn Leu Gly Asp 

50 55 60 

He Glu Ala Leu Asn Leu Gly Asn Asn Gly Leu Glu Glu Val Pro Glu 
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gaggatatca gtgccctgcg tgccctcaag atcctctggc tgagtggggc cgagcttggc 
720 

acgctgcccg ccggcttctg cgagctggcc agtttggaga gcctcatgct agacaacaac 
780 

gggctgcagg ctctgcccgc ccagttcagc tgcctgcagc ggctcaaaat gctcaacctg 
840 

tcctccaacc tcttcgagga gttccctgcc gcgctgctgc ccctggctgg tctggaggag 
900 

ctctacctta gtcgcaacca gctcacctcg gtgccatccc ttatctcggg cctgggccgg 
960 

cttctcacct tgtggctgga taataaccgc atccgctacc tgccggactc catcgtggag 
1020 

ctgaccggcc tggaggagct cgtgctgcag gggaaccaga tcgcggtgct gcccgaccac 
1080 

tttggccagc tctcccgggt gggtttgtgg aagatcaaag acaacccact gatccagccc 
1140 

ccctacgagg tctgcatgaa ggggatcccc tacatcgcag cctaccagaa ggaactggct 
1200 

cattcccagc cggcggtgca gccccggctc aagctgctcc tgatggggca taaggctgca 
1260 

ggaaagactt tgctgcgcca ctgcctcacc gaggagagag tggagggatg cccaggagga 
1320 

9999 acaa 99 agaagtgcta cccaccgtca cctccccctg tgagcaaggg catcgaggtg 
1380 

accagctgga cggccgatgc ctcccggggc ctgcggttca tcgtgtatga cttagctggg 
1440 

gatgaaagtt atgaggtgat ccagcccttc ttcctgtccc caggggccct atacgtgctg 
1500 

gtggtcaact tggccaccta tgagcctcgc cactttccta ccaccgtggg ctccttcttg 
1560 ■ , 

catcgggtcg gggcgagagt gcccaacgcg gtggtgtgca tcgtgggcac ccacgcagac 
1620 

ctgtgcggag agcgtgagct ggaggagaaa tgtctggaca ttcaccgcca gatcgccctg 
1680 

caggagaagc acgacgcgga gggactgagc cgcttggcca aggtggtgga cgaggcactg 
1740 

gcccgggact tcgagctgcg ctctgccagc ccccacgcag cctactatgg cgtttcggac 
1800 

aagaaccttc gacggcgcaa ggcccatttt caatacctgc tcaaccaccg gctgcagatc 
1860 

ctctcccccg tgttgcctgt tagctgcagg gacccgcgcc acttacgacg ccttcgggac 
1920 

aagttgctgt cagttgctga gcaccgagag atcttcccca acttacacag agtactgcct 
1980 

cgatcctggc aggtgctgga ggaactgcat ttccagccac ctcaggccca gcgactgtgg 
2040 

ctaagctggt gggactcggc gcgcttgggc ctgcaggcgg gtctgaccga ggaccgactg 
2100 

cagagtgccc tctcctacct gcatgagagc ggcaagctac tctactttga ggacagtccg 
2160 

gctctcaagg agcacgtctt ccacaacctc acccgcctca tcgacatcct caatgtcttc 
2220* 

ttccagaggg atccctcttt gctgctgcat aagctgctcc tagggaccag tggagagggc 
2280 
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50 55 60 

Ser Ser Gin Ser Ser Ser Val Asn Ser Leu Pro Asp Val Ser Asp Asp 
65 70 75 80 

Lys Ser Glu Leu Asp Met Met Glu Gly Asp His Thr Val Met Ser Asn 

85 -90 95 

Ser Ser Val lie His Leu Lys Pro Glu Glu Glu Asn Tyr Arg Glu Glu 

100 105 110 

Gly Asp Pro. Arg Thr Arg Ala Ser Asp Pro Gin Ser Pro Pro Gin Val 

115 120 125 

Ser Arg His Lys Ser His Tyr Arg Asn Arg Glu His Phe Ala Thr lie 

130 135 140 

Arg Thr Ala Ser Leu Val Thr Arg Gin Met Gin Glu His Glu Gin Asp 
145 150 155 160 

Ser Glu Leu Arg Glu Gin Met Ser Gly Tyr Lys Arg Met Arg Arg Gin 

165 170 175 

His Gin Lys Gin Leu Met Thr Leu Glu Asn Lys Leu Lys Ala Glu Met 

180 185 190 

Asp Glu His Arg Leu Arg Leu Asp Lys Asp Leu Glu Thr Gin Arg Asn 

195 - 200 205 

Asn Phe Ala Ala Glu Met Glu Lys Leu lie Lys Lys His Gin Ala Ala 

210 215 220 

Met Glu Lys Glu Ala Lys Val Met Ser Asn Glu Glu Lys Lys Phe Gin 
225 230 235 240 

Gin His lie Gin Ala Gin Gin Lys Lys Glu Leu Asn Ser Phe Leu Glu 
245 250 255 

<210> 4305 
<211> 3400 

<212> DNA ' - 

<213> Homo sapiens 

<400> 4305 

atggctggga tggacagtgg caacctgaag accgcgaggc tgtggcggga cgccgccctg 
60 

cgtgccagga agctgcggag caacctgcgc cagctcacgc tcaccgccgc cggggcctgc 
120 

cccggggccg gggccgacgc gctcgagtcc cccgcctccc cccagctcgt gctgccggcc 
180 

aacctcgggg acattgaggc actgaacctg gggaacaacg gcctggagga ggtacccgag 
240 

gggctggggt cggcgctggg cagcctgcgc gtcctggtcc tgcgcaggaa ccgcttcgcc 
300 

cggctgcccc cggcggtggc cgagctcggc caccacctca ccgagctgga cgtgagccac * 
360 

aaccggctga ccgccctggg cgcggaggtg gtgagtgctc tgagggagct gcggaagctc 
420 

aacctcagcc acaaccagct gcccgccctg cccgcccagc tgggcgctct cgctcacctg 
480 

gaggagctgg atgtcagctt taaccggctg gcgcacctgc ctgactccct ctcctgcctc 
540 

tcccgcctgc gcaccctgga cgtggatcac aaccagctca ctgccttccc ccggcagctg 
600 

ctgcagctgg tggccctgga ggagctggac gtgtccagca accggctgcg gggcctgcct 
660 
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660 665 670 

Arg Pro Ala Gly Leu Pro Gly Leu Gly Ser Ser Thr Gin Lys Val Thr 

675 680 685 

His Arg Val Leu Gly Pro Val Arg Gly Lys Pro Val Trp Glu Pro Leu 

690 695 700 

Gin His Val Phe Gly Cys Leu Gly His Cys Trp Gly Lys 
705 710 715 

<210> 4303 

<211> 768 

<212> DNA 

<213> Homo sapiens 

<400> 4303 

acgcgtgcag caagagagct ggacaatctg cagtatcgaa agatgaagaa actccttttc 
60 

caggaggcac ataatggacc agcagtagaa gcacaggaag aagaagagga acaagatcat 
120 

ggtgttggcc ggacaggaac agttaatagt gttggaagta atcaatccat tcccagcatg 
180 

tccatcagtg ccagcagcca aagcagtagt gttaacagtc ttccagatgt ctcagatgac 
240 

aagagtgagc tagacatgat ggagggagac cacacagtga tgtctaacag ttctgttatc 
300 

catttaaaac cagaggaaga aaattacaga gaagagggag atcctagaac aagagcatca 
360 

gatccacaat ctccacccca agtatctcgt cacaaatcac actatcgtaa tcgagaacac 
420 

tttgctacta tacggacagc atcactggtt acgaggcaaa tgcaagaaca tgagcaggac 
480 

tctgagctta gagaacaaat gtctggctat aagcgaatga ggcgacaaca tcaaaagcaa 
540 

ctgatgactc tggaaaacaa gctaaaggct gagatggatg aacatcgcct cagattagac 
600 

aaagatcttg aaactcagcg taacaatttt gctgcagaaa tggagaaact tatcaagaaa 
660 

caccaggctg ctatggagaa agaggctaaa gtgatgtcca atgaagagaa aaaatttcag 
720 

caacatattc aggcccaaca gaagaaagaa ctgaatagtt ttctcgag 
768 

<210> 4304 

<211> 256 

<212> PRT 

<213> Homo sapiens 

<400> 4304 

Thr Arg Ala Ala Arg Glu Leu Asp Asn Leu Gin Tyr Arg Lys Met Lys 

15 10 15 

Lys Leu Leu Phe Gin Glu Ala His Asn Gly Pro Ala Val Glu Ala Gin 

20 25 30 

Glu Glu Glu Glu Glu Gin Asp His Gly Val Gly Arg Thr Gly Thr Val 

35 40 45 

Asn Ser Val Gly Ser Asn Gin Ser lie Pro Ser Met Ser lie Ser Ala 
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225 230 235 240 

Gly Lys Arg He Phe Phe Leu Ser Ser Arg Val His Pro Gly Glu Thr 

245 250 255 

Pro Ser Ser Phe Val Phe Asn Gly Phe Leu Asp Phe He Leu Arg Pro 

260 265 270 

Asp Asp Pro Arg Ala Gin Thr Leu Arg Arg Leu Phe Val Phe Lys Leu 

275 280 285 

He Pro Met Leu Asn Pro Asp Gly Val Val Arg Gly His Tyr Arg Thr 

290 295 300 

Asp Ser Arg Gly Val Asn Leu Asn Arg Gin Tyr Leu Lys Pro Asp Ala 
305 310 315 320 

Val Leu His Pro Ala He Tyr Gly Ala Lys Ala Val Leu Leu Tyr His 

325 330 335 . 

His Val His Ser Arg Leu Asn Ser Gin Ser Ser Ser Glu His Gin Pro 

340 345 350 

Ser Ser Cys Leu Pro Pro Asp Ala Pro Val Ser Asp Leu Glu Lys Ala 

355 360 365 

Asn Asn Leu Gin Asn Glu Ala Gin Cys Gly His Ser Ala Asp Arg His 

370 375 380 

Asn Ala Glu Ala Trp Lys Gin Thr Glu Pro Ala Glu Gin Lys Leu Asn 
385 390 _ 395 400 

Ser Val Trp He Met Pro Gin Gin- Ser Ala Gly Leu Glu Glu Ser Ala 

405 ' 410 415 

Pro Asp Thr He Pro Pro Lys Glu Ser Gly Val Ala Tyr Tyr Val Asp 

420 425 430 

Leu His Gly His Ala Ser Lys Arg Gly Cys Phe Met Tyr Gly Asn Ser 

435 440 445 

Phe Ser Asp Glu Ser Thr Gin Val Glu Asn Met Leu^ Tyr Pro Lys Leu 

450 455 460 

He Ser Leu Asn Ser Ala His Phe Asp Phe Gin Gly Cys Asn Phe Ser 
465 470 475 480 

Glu Lys Asn Met Tyr Ala Arg Asp Arg Arg Asp Gly Gin Ser Lys Glu 

485 490 495 

Gly Ser Gly Arg Val Ala He Tyr Lys Ala Ser Gly He He His Ser 

500 505 510 

Tyr Thr Leu Glu Cys Asn Tyr Asn Thr Gly Arg Ser Val Asn Ser He 

515 520 525 

Pro Ala Ala Cys His Asp Asn Gly Arg Ala Ser Pro Pro Pro Pro Pro 

530 535 540 

Ala Phe Pro Ser Arg Tyr Thr Val Glu Leu Phe Glu Gin Val Gly Arg 
545 550 555 560 

Ala Met Ala He Ala Ala Leu Asp Met Ala Glu Cys Asn Pro Trp Pro 

565 570 575 

Arg He Val Leu Ser Glu His Ser Ser Leu Thr Asn Leu Arg Ala Trp 

580 585 590 

Met Leu Lys His Val Arg Asn Ser Arg Gly Leu Ser Ser Thr Leu Asn 

595 600 605 

Val Gly Val Asn Lys Lys Arg Gly Leu Arg Thr Pro Pro Lys Ser His 

610 615 620 

Asn Gly Leu Pro Val Ser Cys Ser Glu Asn Thr Leu Ser Arg Ala Arg 
625 630 635 640 

Ser Phe Ser Thr Gly Thr Ser Ala Gly Gly Ser Ser Ser Ser Gin Gin 

645 650 655 

Asn Ser Pro Gin Met Lys Asn Ser Pro Ser Phe Pro Phe His Gly Ser 
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actaatctac gggcctggat gctgaaacat gtacgcaaca gccgaggcct aagcagcact 
1980 

ctgaatgtgg gtgtcaacaa gaagaggggc cttcgaactc cacccaaaag tcacaatggg 
2040 

ttgcctgtct cctgctccga aaacaccttg agtcgggcac gaagttttag caccggcaca 
2100 

agtgccggtg gtagcagcag cagccaacaa aattctccac agatgaagaa ttcccccagc 
2160 

tttccttttc atggcagtcg gcctgcaggg ctgccaggcc tgggctctag tacccaaaag 
2220 

gtcacccacc gggtgctggg ccccgtcaga ggtaagccag tctgggagcc cctgcaacat 
2280 

gtgttcggtt gtctggggca ttgctggggg aagtaagagc ttgaagatat actgttggcc 
2340 

caggaccaag gggtgaatca ataaaattag tttgtagcag aaaaaaaaaa aaaaaaaaaa 
2400 ^ 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaa 
2429 

<210> 4302 
<211> 717 
<212> PRT 

<213> Homo sapiens 
<400> 4302 

Met Glu Leu Arg Cys Gly Gly Leu Leu Phe Ser Ser Arg Phe Asp Ser 

1 5 10 15. 

Gly Asn Leu Ala His Val Glu Lys Val Glu Ser Leu Ser Ser Asp Gly 

20 25 30 

Glu Gly Val Gly Gly Gly Ala Ser Ala Leu Thr Ser Gly lie Ala Ser 

35 40 45 

Ser Pro Asp Tyr Glu Phe Asn Val Trp Thr Arg Pro Asp Cys Ala Glu 

50 55 60 

Thr Glu Phe Glu Asn Gly Asn Arg Ser Trp Phe Tyr Phe Ser Val Arg 
65 70 75 80 

Gly Gly Met Pro Gly Lys Leu lie Lys He Asn He Met Asn Met Asn 

85 90 95 

Lys Gin Ser Lys Leu Tyr Ser Gin Gly Met Ala Pro Phe Val Arg Thr 

100 105 HO 

Leu Pro Thr Arg Pro Arg Trp Glu Arg He Arg Asp Arg Pro Thr Phe 

115 120 125 

Glu Met Thr Glu Thr Gin Phe Val Leu Ser Phe Val His Arg Phe Val 

130 135 140 

Glu Gly Arg Gly Ala Thr Thr Phe Phe Ala Phe Cys Tyr Pro Phe Ser 
145 150 155 160 

Tyr Ser Asp Cys Gin Glu Leu Leu Asn Gin Leu Asp Gin Arg Phe Pro 

165 170 175 

Glu Asn His Pro Thr His Ser Ser Pro Leu Asp Thr He Tyr Tyr His 

180 185 190 

Arg Glu Leu Leu Cys Tyr Ser Leu Asp Gly Leu Arg Val Asp Leu Leu 

195 200 205 

Thr He Thr Ser Cys His Gly Leu Arg Glu Asp Arg Glu Pro Arg Leu 

210 215 220 

Glu Gin Leu Phe Pro Asp Thr Ser Thr Pro Arg Pro Phe Arg Phe Ala 
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gcctcttccc ctgactatga attcaacgtg 
360 

tttgagaatg ggaacaggtc atggttctac 
420 

ctcatcaaga tcaacattat gaacatgaac 
480 

gccccctttg tgcgcacact gcccacccgg 
540 

acctttgaga tgacagagac gcagtttgtg 
600 

cgtggggcca ccaccttctt cgccttctgc 
660 

ctgctaaacc agctagacca gcgctttccg 
720 

gataccatct attaccatcg ggagctcctt 
780 

ctgctgacga tcacttcctg ccatgggctt 
840 

ctatttcctg ataccagcac ccctcgacca 
900 

ttaagcagta gagtacaccc aggggagact 
960 

gacttcatcc tccgacctga tgatccccgg 
1020 

aagctgattc ccatgttgaa ccccgatggt 
1080 

cgtggagtga atctgaaccg tcagtacctg 
1140 

tatggggcca aagctgtgct tctctaccac 
1200 

tcctctgagc accagcccag ttcctgtctc 
1260 ; 

aaagccaaca atctccaaaa tgaagctcag 
1320 

gaagcctgga aacaaacaga gccagcagaa 
1380 

caacagtctg cggggcttga agagtcagcc 
1440 

gttgcttact atgtggacct gcatggacat 
1500 

aacagcttta gtgatgagag cacccaggtg 
1560 

ttgaattcag cccacttcga cttccagggc 
1620 

cgagaccgta gagatggcca gtctaaagag 
1680 

tcagggataa tccacagcta cacacttgaa 
1740 

agcatccctg ctgcctgcca tgacaatggg 
1800 

ccctccagat acactgtgga actatttgag 
1860 

ctggacatgg cggaatgtaa tccgtggccc 
1920 



tggacccgac cagactgtgc tgaaacggaa 
ttcagcgtcc ggggaggaat gccaggaaaa 
aagcagagca agctgtattc ccagggcatg 
ccacgctggg aacgcattcg agaccggccc 
ttatcctttg ttcatcgttt cgtggagggc 
taccccttct cctacagtga ctgccaggaa 
gagaaccacc ctacccatag cagccccctg 
tgctattctc tggatggact tcgtgtagat 
cgagaagatc gagagccccg tctagagcag 
ttccgtttcg caggcaagag gatattcttc 
ccatctagct ttgtcttcaa tggctttctg 
gcccaaaccc tccgtcgcct cttcgtcttt 
gtggtccggg gacactaccg cacagactca 
aagcctgatg ccgtcctgca cccggccatc 
catgtgcact ctcgtctgaa ctcccagagt 
cctcctgatg ctcctgtttc tgacctggag 
tgtgggcact cagctgacag gcataacgct 
cagaagctca acagtgtgtg gattatgcca 
cctgatacca tcccccccaa agagagtggc 
gcttccaaaa ggggctgctt catgtacgga 
gaaaacatgc tatatccaaa gctcatctcc 
tgcaatttct cagagaagaa tatgtatgcc 
ggaagcggcc gtgttgcaat ctacaaagcc 
tgcaactaca acactggacg ctcagtaaac 
cgtgccagcc cccctccccc gccggctttc 
caggtgggac gagctatggc cattgcagcc 
cgaattgtac tgtcagagca cagcagcctt 
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gctgcaggca gcgagtggtg cgggcccgct gcatctcctc actgtcacgc agggtcttct 
540 

ccagcccctg aaggccttgg gtcagggccc catacagctc ctgccggccc tgctccatgc 
600 

cccacttgtg ctcctccttc tctccatggc ggcctgtggg gctcagcacc tcttcaagct 
660 

gctgaatctt gatttgctgc aagcagctct ccttctccaa catggtcact gagtggttca 
720 

ggaactcgaa agccttggtc tgggcctgta actggctctt gagtgactca agttcacatc 
780 

gcaggagctt ctgggagtcg ggaatcatca caatggtctt ggctttgact ttggaagagc 
840 

tggtctccaa gggcttcaca taccacctgt tcatgctctn cccatcaggg accacgaagc 
900 

cagtcctcag ctgtgacgct gaagtttgat cccgcgggga caccatcgta ttaaaacgct 
960 

cagagactga gtcacagaga ggggtgtc 
988 

<210> 4300 
<211> 84 
<212> PRT 

<213> Homo sapiens 
<400> 4300 

Gly Cys Leu Trp Ser Ser Ala Ala Arg Ala Gin Gin Thr He Tyr His 

1 5 10 15 

Ser Val Pro Ser Gly Gly His Pro Ser Ser Ser His Trp Leu Pro Ala 

20 25 30 

Val Ser Leu Gin Ser Pro Asp Arg Arg Leu Ser His Asp Pro Ala Ala 

35 40 45 

Ser Ser Trp Ser Gly Phe Cys Gly He Ser Pro Ala Phe Ser Ala Phe 

50 55 60 

Ser Glu Cys Ser Pro Ser Ser Leu Arg Ser His Pro Pro Ala Leu Gly 
65 70 75 80 

Ala Ser Asp Arg 



<210> 4301 
<211> 2429 
<212> DNA 

<213> Homo sapiens 
<400> 4301 

nnaggcaccg cggcgctcgg gtgtttttgg gggcccgggt ggagggcccg ggtgccgggg 
60 

cccaaggtgc ggcctcgcta gcgggagagg gagcgggatc accggcccgg agagagctct 
120 

cagggccaga gcggggcagg aggatgcttt cccagcccca ccatggagct gcgctgtggg 
180 

ggattgctgt tcagttctcg ctttgattca gggaatctag cccacgtgga gaaggtggaa 
240 

tctttgtcca gtgatgggga aggggtagga ggtggggcgt cagccctgac cagtggcatt 
300 
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165 170 175 

lie lie Tyr Asn fyr His Gly lie Val Ser Leu Lys Leu Glu Asp Asp 

180 185 190 

Ser Phe. Pro Thr His Lys Arg Lys Ala Lys Val Ser lie lie Ser Gin 

195 200 205 

Pro Gin Lys Thr He Lys Val Ala Glu Leu Pro Gin Ala Asp Lys Val 

210 215 220 

Glu Ser Thr Thr Asp Ser His Phe Pro Arg Gin Asp Gin Leu Pro Ser 
225 230 235 240 

Phe Pro Lys Asn Cys Thr Leu Glu Leu Lys Gly Leu Phe His Phe Glu 

245 250 255 

Glu Gly He Gin Lys Leu Tyr Gin Cys Asn Gly He Ala Trp Lys Ala 

260 - 265 270 

Trp Ser Pro Gin Thr Lys Asp Val Glu Asp Lys Ser Cys Pro Ala Gly 

275 280 285 

Trp His Gin His Ser Gly Tyr Cys His He Leu He Thr Glu Gin Lys 

290 295 300 

Gly Thr Trp Asn Ala Ala Ala Gin Ala Cys Arg Glu Gin Tyr Leu Gly 
305 310* 315 320 

Asn Leu Val Thr Val Phe Ser Arg Gin His Met Arg Trp Leu Trp Asp 

325 330 335 

He Gly Gly Arg Lys Ser Phe Trp He Gly Leu Asn Asp Gin Val His 

340 345 350 

Ala Gly His Trp Glu Trp He Gly Gly Glu Pro Val Ala Phe Thr Asn 

355 360 365 

Gly Arg Arg Gly Pro Ser Pro Arg Ser Lys Leu Gly Lys Ser Cys Val 

370 375^ 380 

Leu Val Gin Arg Gin Gly Lys Trp Gin Thr Lys Asp Cys Arg Arg Ala 
385 390 395 400 

Lys Pro His Asn Tyr Val Cys Ser Arg Lys Leu 
405 410 

<210> 4299 

<211> 988 

<212> DNA 

<213> Homo sapiens 

<400> 4299 

nngcgaccgc tcttgctgaa aggtggctgg gagaggtcct ggtcagagtc ggagtcagag 
60 

tcccaggagg ggagtggagg gctcaggcac tggtgccctt gtggcctctt aggctcgagg 
120 

ccttgggaca ggcccccgag cacaaagtga ggctgtctat ggagttctgc agcacgtgca 
180 

cagcagacca tatatcactc agttccttct ggaggtcatc cttccagcag ccactggctc 
240 

cctgcggtat ctcttcagtc tccggacagg cggctgtctc atgaccctgc tgcttcatct 
300 

tggtcaggat tttgcggcat ttcacctgcg ttttctgcat tttctgaatg ttcaccaagt 
360 

tctctgagat ctcatcctcc tgcgcttgga gcttctgata gatgaaggtc acctcctccc 
420 

gcaccagttc cagctcctcc cacaggaact tcttgctgtc ccggatctcc tgggccagca 
480 
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acagagcaga aaggcacctg gaatgcggct 
960 

aaccttgtaa ctgtattctc caggcagcac 
1020 

aagtcctttt ggataggttt gaacgaccaa 
1080 

ggtgaacctg ttgccttcac caatgggaga 
1140 

aagagctgtg ttttggttca aagacaaggg 
1200 

aaacctcata attatgtgtg ttccagaaaa 
1260 

acctggagtt tgtcacctat ttattcacag 
1320 

attgttatga. ttgagtgggt atacctttgt 
1380 

aatagtgcca gaaagattga taaataaata 
1440 

tctcaatacc ttttaaaata aatgccagca 
1500 

agaagaccct cacccttacc ccattccaaa 
1560 

gatttttttt aaaaaaaatt tttggtcccg 
1620 

tatcgtaggt gctcctacca ctttagtctg 
1668 

<210> 4298 

<211> 411 

<212> PRT 

<213> Homo sapiens 



<400> 4298 * 



Xaa 


Met 


Asp 


Ser 


Ala 
5 


Phe 


Val 


Gly 


1 

Ala 


Val 


Gly 


Lys 


Asp 


Phe 


Thr 


Val 








20 










ASp 


Pro 


Gly 


Met 


Ser 


Thr 


Lys 


Met 






35 










40 


Gly 


Leu 


Glu 


Glu 


Asp 


Asp 


Glu 


Val 




50 










55 




Val 


Asn 


Ala 


Val 


Leu 


Gly Thr 


Lys 


65 










70 






Asp 


Ser 


Lys 


Gly 


Gly 


Gin 


Cys 


His 










85 








Lys 


His 


Ser 


Thr 


Trp 


Glu 


Lys 


Gly 








100 










Ser 


Ser 


Ser 


Ser 


Thr 


Thr 


Ser 


Gly 






115 










120 


Leu 


Pro 


Ser 


Ser 


Met 


Gin 


Leu 


Ala 




130 










135 




Gly 


Phe 


Asp 


Ser 


Thr 


Asp 


Leu 


Ser 


145 










150 






Asn 


Gly 


Lys 


Thr 


Val 


Arg 


Pro 


Ser 



gcccaagctt gcagggaaca atacctgggc 
atgcggtggc tctgggacat tggtgggaga 
gtgcatgctg gccactggga gtggatcggt 
agagggccct ctccacgctc caagcttgga 
aaatggcaaa caaaagactg taggagagcc 
ctctaaatat aacagaccct acagggggcc 
gatctgtgaa tattgctcca . tagaaaacaa 
gattctgtct agtgaaaatg ggacattttt 
ttttttacaa gataagatac aatttttgta 
gtattaaaaa gtgtaaggtt tgtttattcc 
tctcagggag caccagtctc atagtccttg 
ttacctctaa tgaatttatt ctgaaatatg 
agtggaaagc caaaaaac 



He 


Lys 


Val 


Asn 


Gin 


Val 


Ser 


Ala 




10 










15 




lie 


Pro 


Ser 


Lys 


Leu 


He 


Gin 


Phe 


25 










30 






Trp 


Asn 


He 


Ala 


He 


Thr 


Tyr 


Asp 










45 








Phe 


Glu 


Val 


He 


Leu 


Asn 


Ser 


Pro 








60 










Thr 


Lys 


Ala 


Ala 


Val 


Lys 


He 


Leu 






75 










80 


Pro 


Ser 


Tyr 


Ser 


Ser 


Asn 


Gin 


Ser 




90 










95 




lie 


Trp 


His 


Leu 


Leu 


Pro 


Pro 


Gly 


105 










110 






Ser 


Phe 


His 


Leu 


Glu 


Arg 


Arg 


Pro 










125 








Val 


He 


Arg 


Gly 


Asp 


Thr 


Leu 


Arg 








140 










Gin Arg Lys 


Leu 


Arg 


Thr 


Arg 


Gly 






155 










160 


Ser 


Val 


Tyr 


Arg 


Asn 


Gly 


Thr 


Asp 
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1 5 10 15 

Val Thr Asn Lys Ser Pro Leu Leu Ala Pro Cys Phe Val Asn Lys lie 

20 25 30 

Cys Trp Thr Thr Ala Met Pro Val His Val His Phe Val Tyr Gly Cys 

35 40 45 

Phe Cys Ala Thr Thr Ala Gly Leu Ser He Ala Thr Glu Thr Pro He 

50 55 60 

Ala His Lys Pro Lys Thr Phe Ala He Glu Pro Phe Lys Lys Glu Phe 
65 70 75 80 

Ala Gly Arg Ala Arg Trp Pro Trp Leu Pro Pro Val He Pro Ala Leu 

85 90 95 

Trp Lys Ala Glu Ala Gly Gly Glu Val Trp Ser Ser Lys Pro Ala Trp 

100 105 110 

Pro Ala Trp Arg Asn Pro Val Ser Pro Ser Gin He His Val He He 

115 120 125 

Pro Pro Gin Pro Pro Glu Tyr Leu Gly Leu 
130 135 

<210> 4297 

<211> 1668 

<212> DNA 

<213> Homo sapiens 

<400> 4297 

nccatggact cggcctttgt gggtataaag gtcaaccaag tgtcagctgc agttggaaaa 
60 

gatttcaccg tgattccatc taaactgatt cagtttgacc caggaatgtc aactaagatg 
120 

tggaatatag caattaccta tgacggatta gaggaagatg atgaggtctt tgaagtaatt 
180 

ctgaactccc ctgtgaatgc agttcttggc acaaagacaa aagctgcagt gaaaattttg 
240 

gactcaaaag gaggacaatg ccatccttca tattcctcca accaaagcaa gcacagcaca 
300 

tgggagaagg gcatttggca tctgctgccc ccagggtctt cctcatccac cacttctggt 
360 . 

tcctttcatc tggaaagaag acctcttcca tcttccatgc agctagcagt catcagggga 
420 

gacaccctgc ggggctttga ttctacagat ctttctcaaa ggaagcttag gacccgtggg 
480 

aatggcaaaa eagttcgtcc atcctctgtt tatagaaatg gaacagacat catctataat 
540 

tatcatggga tagtttcctt gaaactggag gatgacagtt tcccaactca caaaaggaag 
600 

gccaaagtat ccatcattag tcagccacaa aagacaatca aagtggcaga actgcctcaa 
660 

gcagataagg tggaatccac aactgactca cacttcccca gacaggacca gttgccctca 
720 

tttccaaaga actgcactct ggaattaaag ggactcttcc attttgaaga aggcatccag 
780 

aagctgtatc agtgcaatgg gatcgcctgg aaagcctgga gtccccaaac caaggatgtg 
840 

gaagacaaat cctgtccagc cgggtggcac cagcactcag gctactgtca catcttgatc 
900 
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1 

lie Ala Val Glu 

. 20 

Lys Trp Gin Lys 
35 

Lys Arg Ala Arg 
50 

Cys Pro Glu Glu 
65 

Met Leu Glu Lys 

Asn Pro Phe Gly 
100 

Val Ala Pro Leu 
115 

Thr Glu His Ala 
130 

Asp . Lys Tyr Asp 
145 

Glu Val Leu His 

Asp Gin Asn His 
180 



5 

Glu Thr Asp Val 

Met Glu Lys Pro 
40 

Arg His Arg Trp 
55 

Gin Leu Cys His 
70 

Leu Thr Ser Arg 
85 

Gly Lys Gly Gin 

Phe Thr Leu Ala 
120 

Asn Gin Ala Lys 
135 

Gly lie Val Cys 
150 

Gly Leu lie Gly 
165 

Pro Arg 



10 

His Gly Lys His 
25 

Tyr Ala Phe Thr 

Lys Trp Ala Gin 
60 

Leu Trp Leu Gin 
75 

Pro Lys His Leu 
90 

Gly Lys Arg lie 
105 

Ser lie Thr Thr 

Glu Thr Leu Tyr 
140 

Val Gly Gly Asp 
155 

Arg Thr Gin Arg 
170 



15 

Gin Gly Ser Gly 
30 

Val His Cys Val 
45 

Val Thr Phe Trp 

Thr Leu Arg Glu 
80 

Leu Val Phe He 
95 

Tyr Glu Arg Lys 
110 

Asp He He Val 
125 

Glu He Asn He 

Gly Met Phe Ser 
160 

Ser Ala Gly Val 
175 



<210> 4295 

<211> 431 

<212> DNA 

<213> Homo sapiens 



<400> 4295 

nntctagaaa atcactgtct ccttctaccc tgccatctct acaccagggt tacaaacaag 
60 

agcccactgc tggctccttg ttttgtaaat aagatttgtt ggactacagc tatgcccgta 
120 

catgtacatt ttgtgtatgg ctgcttttgt gccacaacag cagggttgag tattgcgaca 
180 

gagaccccca ttgcccacaa gcctaaaaca tttgccatcg agccctttaa gaaagagttt 
240 

gctggccgtg cgcggtggcc gtggctcccg cctgtaatcc cagcactttg gaaggctgag 
300 

gcaggcggtg aggtctggag ttcgaaacca gcctggccag cgtggcgaaa ccctgtctcc 
360 

ccctcccaga ttcacgtgat tatcccacct cagcctcctg agtacctggg actataggcg 
420 

cgtgccaacc a r 
431 

<210> 4296 
<211> 138 
<212> PRT 

<213> Homo sapiens 
<400> 4296 

Xaa Leu Glu Asn His Cys Leu Leu Leu Pro Cys His Leu Tyr Thr Arg 
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20 25 30 



Tvr 


Ser 


Lys 


Pro 


Thr 


Asp 


He 


Ser 


Trp 


Arg 


Asp 


Thr 


Leu 


Ser 


Gin 


Lys 






35 










40 










45 








Phe 


Gly 


Ser 


Ser 


Asp 


His 


Leu 


Glu 


Lys 


Leu 


Phe 


Lys 


Met 


Asp 


Glu 


Ala 




50 










55 










60 










Ser 


Ala 


Gin 


Leu 


Leu Ala Tyr Lys 


Glu 


Lys 


Gly His 


Ser 


Gin 


Ser 


Ser 


65 










70 










75 










80 


Gin 


Phe 


Ser 


Ser 


Asp 


Gin 


Glu 


He 


Ala 


His 


Leu 


Leu 


Pro 


Glu 


Asn 


Val 










85 










90 










95 




Ser 


Ala 


Leu 


Pro 


Ala 


Thr 


Val 


Ala 


Val 


Ala 


Ser 


Pro 


His 


Thr 


Thr 


Ser 








100 










105 










110 






Ala 


Thr 


Pro 


Lys 


Pro 


Ala 


Thr 


Leu 


Leu 


Pro 


Thr 


Asn 


Ala 


Ser 


Val 


Thr 






115 










120 










125 








Pro 


Ser 


Gly. Thr 


Ser 


Gin 


Pro 


Gin 


Leu 


Ala 


Thr 


Thr 


Ala 


Pro 


Pro 


Val 




130 










135 










140 










Thr 


Thr 


Val 


Thr 


Ser 


Gin 


Pro 


Pro 


Thr 


Thr 


Leu 


He 


Ser 


Thr 


Val 


Phe 


14 5 










150 










155 










160 


Thr 


Arg 


Ala 


Val 


Ala 


Thr 


Leu 


Gin 


Ala 


Met 


Ala 


Thr 











165 170 



<210> 4293 

<211> 547 

<212> DNA 

<213> Homo sapiens 

<400> 4293 

gccggcgccc ccggcgcgga tgcctgctct gtgcctgtat ctgagatcat cgccgttgag 

60 ; 

gaaacagacg ttcacgggaa acatcaaggc agtggaaaat ggcagaaaat ggaaaagcct 
120 . 

tacgctttta cagttcactg tgtaaagaga gcacgacggc accgctggaa gtgggcgcag 
180 

gtgactttct ggtgtccaga ggagcagctg tgtcacttgt ggctgcagac cctgcgggag 
240 

atgctggaga agctgacgtc cagaccaaag catttactgg tatttatcaa cccgtttgga 
300 

ggaaaaggac aaggcaagcg gatatatgaa agaaaagtgg' caccactgtt caccttagcc 
360 ; 

tccatcacca ctgacatcat cgttactgaa catgctaatc aggccaagga gactctgtat 
420 

gagattaaca tagacaaata cgacggcatc gtctgtgtcg gcggagatgg tatgttcagc 
480 

gaggtgctgc acggtctgat tgggaggacg cagaggagcg ccggggtcga ccagaaccac 
540 

ccccggg 
547 

<210> 4294 
<211> 182 
<212> PRT 

<213> Homo sapiens 
<400> 4294 

Ala Gly Ala Pro Gly Ala Asp Ala Cys Ser Val Pro Val Ser Glu He 
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<213> Homo sapiens 
<400> 4290 

Met Thr Thr Leu Pro Val Arg Asp Met Arg Glu Lys Tyr Gly Ser Leu 

15 10 15 

Leu Thr Ser Gly Val Thr Ala Gin His lie Ser Arg Leu Cys Phe His 

20 25 30 

lie Gly Leu Ala Lys Ser Leu Leu Gly Thr Val Phe Leu Leu Lys His 

35 40 45 

Thr Gin Cys Leu Asn Leu Gin Val Trp Val Gly Gly Ser Pro His Gly 

50 55 60 

lie Leu Cys Ser Val Pro Val Leu Leu Ser Leu Ala lie Gin Val Pro 
65 70 75 80 

Val Arg He Leu Ser Pro Leu Asn Asn Gly Ala Cys Gly Arg Pro Ser 

85 90 95 

Pro Cys Phe Trp Ser Pro Cys Ala Glu Ala Ala Val Thr Cys Gly Glu 
100 105 110 

Leu 



<210> 4291 

<211> 517 

<212> DNA 

<213> Homo sapiens 

<400> 4291 

nnaaatttgc caagccaaga gttaccccag gaagattctc tcttacatgg ccaattttca 
60 

caagcagtca ctcccctagc ccatcatcac acagattatt caaagcccac cgatatctca 
120 

tggagagaca cactttctca gaagtttgga tcctcagatc acttggagaa actatttaag 
180 

atggatgaag caagtgccca gctccttgct tataaggaaa aaggccattc tcagagttca 
240 

caattttcct ctgatcaaga aatagctcat ctgctgcctg aaaatgtgag tgcgctccca 
300 

gctacggtgg cagttgcttc tccacatacc acctcggcta ctccaaagcc cgccaccctt 
360 

ctacccacca atgcttcagt gacaccttct gggacttccc agccacagct ggccaccaca 
420 

gctccacctg taaccactgt cacttctcag cctcccacga ccctcatttc tacagttttt 
480 

acacgggctg tggctacact ccaagcaatg gctacaa 
517 

<210> 4292 

<211> 172 

<212> PRT 

<213> Homo sapiens 

<400> 4292 

Xaa Asn Leu Pro Ser Gin Glu Leu Pro Gin Glu Asp Ser Leu Leu His 

1 5 10 • 15 

Gly Gin Phe Ser Gin Ala Val Thr Pro Leu Ala His His His Thr Asp 
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<400> 4288 

Met Arg Val Ala Thr Lys Ser Gly Arg Lys Arg Trp Leu Lys Ala Thr 

1 5 10 . 15 

Thr Met Lys Asn Ser Val Arg Leu Val Ala Met Ala Pro Ser Pro Ala 

20 25 30 

Leu Thr Ser He Ser Ser Glu Pro Ser Glu Ala Trp Val Gin Ala Phe 

35 4 ° 45 

Ala Ser Tyr Arg Met Ser Pro Gly Asn Trp Lys Thr Xaa Val Leu Ala 

50 55 60 

Gin Thr Leu Val Glu Ala Leu Gin Leu Asp Pro Glu Thr Leu Ala Asn 
65 70 75 80 

Glu Thr Ala Ala Arg Ala Ala Asn Val Ala Arg Ala Ala Ala Ser Asn 

85 90 95 

Arg Ala Ala Arg Ala Ala Ala Ala Ala Ala Arg Thr Ala Phe Ser Gin 

100 105 .HO 

Val Val Ala Ser His Arg Val Ala Thr Pro Gin Val Ser Gly Glu Asp 

115 120 125 

Thr Gin Pro Thr Thr Tyr Ala Ala Glu Ala Gin Gly Pro Thr Pro Glu 

130 - 135 140 

Pro Pro Leu Ala Ser Pro Gin Thr Ser Gin Met Leu Val Thr Ser Lys 
145 150 155 160 

Met Ala Ala Pro Glu Ala Pro Ala Thr Ser Ala Gin Ser Gin Thr Gly 

165 170 175 

Ser Pro Ala Gin Glu Ala Ala Thr Glu Gly Pro Ser Ser Ala Cys Ala 

180 185 190 

Phe Ser Gin Ala Pro Cys Ala Arg Glu Val Asp Ala Asn Arg Pro Ser 

195 200 205 

Thr Ala Phe Leu Gly Gin Asn Asp Val Phe Asp Phe Thr Gin Pro Ala 

210 215 220 

Val Ser Val Ala Trp Leu Pro Ala Pro Lys Arg Pro Ala Gin Pro Arg 
225 230 235 240 

<210> 4289 
<211> 353 
<212> DNA 

<213> Homo sapiens 
<400> 4289 

ggatccctgg gaagatgact accctgcctg tgcgggatat gagggagaaa tatgggagcc 
60 

tcctcacttc aggtgtcact gctcagcata tatccaggct ttgttttcat attggtcttg 
120 

caaagagcct tttgggaaca gttttcttat tgaaacatac tcagtgttta aacctgcagg 
180 

tgtgggttgg tggcagtcca catggcatcc tttgctctgt ccctgttctc ctgtctctgg 
240 

ctattcaggt tcccgtgagg atactgtcac ccttgaataa tggagcttgc ggaagaccaa 
300 

gcccctgttt ttggagtcct tgtgctgagg ccgctgtaac ttgcggagag ttg 
353 

<210> 4290 
<211> 113 
<212> PRT 
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20 25 30 

Arg Leu Pro Ser Pro Pro Arg Thr His Pro Thr Thr Ala Pro Asn Leu 

. 35 40 45 

Ser Cys Thr Ala Val Tyr Thr Leu Ser Ser Val Glu Ser Pro Ser Ala 

50 55 60 

Pro Ser Ser Leu Ser Ser Cys Arg Ser Ala Val His Val Leu Gin Asp 
65 70 75 80 

Ser He Asp Ser Leu Thr Leu Cys Ser Gly Ala Cys Pro Lys Ala Ser 

85 ' 90 95 

Ser Leu Arg Gly His Lys Gly Thr Ser Ala 
100 105 

<210> 4287 
<211> 868 
<212> DNA - 

<213> Homo sapiens » - 

<400> 4287 

cgagggcgcg actgcggggt tcctggtgct gaggacggac gccattggag ttcccgagaa 

60 ^ 
ggctgagctc tcatctccct gggacccgca gcatggctga gggaagcttc agcgtgcaat 

120 

cggaaagcta cagtgttgaa gacatggatg agggtagcga cgaagtcggg gaggaagaga 

• tggttgaagg caacgactat gaagaattcg gtgcgtttgg tggctatggc accctcacca 
240 

gctttgacat ccatatcctc agagccttcg gaagcttggg tccaggcctt cgcatcttat 
300 

cgaatgagcc ctgggaactg gaaaaccnct gtgctggccc agaccctggt ggaggcattg 
360 

cagctggatc cggaaacact tgccaatgag acggccgccc gtgctgccaa cgtagcccgc 

gccgccgcct ccaaccgtgc ggctcgggcc gctgccgccg ctgcccgtac cgccttcagt 
480 

caggtggtcg ctagccaccg ggtggccacg ccgcaggtct caggagagga tacccagccc 
540 

acgacctacg ccgccgaggc tcaggggccc acccctgagc caccccttgc ttctccgcag 
600 

acctcccaga tgttagtcac cagtaagatg gctgcccccg aggctccggc aacctccgca 

660 ^ _ 

cagtcccaga caggctcccc ggcccaggag gctgctactg agggccctag tagcgcctgt 

720 

gcattctctc aggctccgtg tgccagggag gtggacgcca accggcccag cacagccttc 
780 

ctgggccaga atgatgtctt cgatttcact cagccggcag tgtcagtggc atggcttccc 
840 

gcgcccaaga gacctgccca gccaagag 
868 

<210> 4288 

<211> 240 

<212> PRT 

<213> Homo sapiens 
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<211> 91 

<212> PRT 

<213> Homo sapiens 

<400> 4284 

Met Gly Cys Pro Ser Ala Ala Asp Arg Phe Pro Arg Arg Pro Asn Arg 

15 10 15 

Ser Asn Gly Gin Gly Arg Gly Ala Gly Gly Pro Gly Glu Thr Glu Ser 

20 25 30 

Pro Pro Gly Pro His Arg Val Ala Pro Thr Glu lie Thr Pro Val Gin 

35 40 45 

Leu Gin Lys Pro Ser Arg Lys Pro Lys Leu Val Arg His Asn Phe Gly 

50 55 60 

Leu Ser Ser Leu lie Pro Ala Arg Thr Pro Pro Asn Cys Ser Pro Cys 
65 70 75 - 80 

Pro Ala Gin Arg Met Gin Arg Ser Arg Pro Xaa 
85 90 

<210> 4285 

<211> 591 

<212> DNA 

<213> Homo sapiens 

<400> 4285 

nagatctcag agaacttggt gaacattcag aaaatgcaga aaacgcaggt gaaatgccgc 
60 

aaaatcctga ccaagatgaa gcagcagggt catgagacag ccgcctgtcc ggagactgaa 
120 

gagataccgc agggagccag tggctgctgg aaggatgacc tccagaagga actgagtgat 
180 

atatggtgat gcccagcctg cagtctgacc cctgaccctc ctctgaaccc gttcccccaa 
240 

cgggatctgg cagtgaccac cagaacctgg agcccacctg agtccagact tccctcaccc 
300 

cctaggactc accccaccac ggcccccaac cttagctgta ctgctgtcta caccctgagc. 
360 

agtgtggagt ctcccagcgc ccccagctcc ttgtcttctt gcaggtctgc tgtgcacgtg 
420 

ctgcaggact ccatagacag cctcactttg tgctcggggg cctgtcccaa ggcctcgagc 
480 

ctaagaggcc acaagggcac cagtgcctga gccctccact cccctcctgg gactctgact 
540 

ccgactgtga ccaggacctc tcccagccac ctttcagcaa gagcggccgc a 
591 

<210> 4286 

<211> 106 

<212> PRT 

<213> Homo sapiens 

<400> 4286 

Cys Pro Ala Cys Ser Leu Thr Pro Asp Pro Pro Leu Asn Pro Phe Pro 

1 .5 10 ^ 15 

Gin Arg Asp Leu Ala Val Thr Thr Arg Thr Trp Ser Pro Pro Glu Ser 
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tggtttatga ggccggaagt aagcaagcac cccctcatat caacctggca cttcacaccc 
240 

cccatggtta tcagtggggg tgctggctgg ctggcaggca gccagagaca tttcagcagg 
300 

tcaggcatgg atgcaggtgg aaatgagaga ggatcagtga gcgcattcat gtcttttgag 
360 

tggtctacag atgagtggtc tccagtctca aatgaggaga acaaataggg aagtaggagc 
420 

tcagggttct tgtgtgtctc ataggcagct gcctatccct gggtgataca gctccctggc 
480 

acacccattc ccaagggcac aggatcc 
507 

<210> 4282 
<211>. 106 
<212> PRT 

<213> Homo sapiens 
<400> 4282 



Met 


Asn 


Ala 


Leu 


Thr Asp 


Pro 


Leu 


Ser 


Phe 


Pro 


Pro 


Ala 


Ser 


Met 


Pro 


1 








5 








10 










15 




Asp 


Leu 


Leu 


Lys 


Cys Leu 


Trp 


Leu 


Pro 


Ala 


Ser 


Gin 


Pro 


Ala 


Pro 


Pro 








20 








25 










30 






Leu 


lie 


Thr 


Met 


Gly Gly Val 


Lys 


Cys 


Gin 


Val 


Asp 


Met 


Arg Gly 


Cys 






35 








40 










45 








Leu 


Leu 


Thr 


Ser 


Gly Leu 


lie 


Asn 


Gin 


Pro 


Tyr 


Lys 


Cys 


Asp 


Arg 


Gly 




50 








55 










60 










Arg 


Cys 


Trp 


Arg 


Glu Ala 


His 


Cys 


Leu 


Ser 


Glu 


Ser 


Ala 


Gin 


Arg 


Thr 


65 








70 










75 










80 


Glu Ser Gly 


Asp 


Ser Trp 


Gin 


Lys 


Arg 


Gly 


Gly 


Leu 


Arg 


Leu 


Trp 


Gly 










85 








90 










95 




lie 


Trp 


Pro 


lie 


Gly Gin 


Leu 


Trp 


Gly 


Ser 















100 105 



<210> 4283 

<211> 315 

<212> DNA 

<213> Homo sapiens 

<400> 4283 

gaattctcaa ccagaacagc ccagcaggaa aggagccggc atggggtgcc cctctgcagc 
60 

cgaccgtttt cctagaaggc ctaaccgctc aaacgggcag gggagggggg cgggcggccc 
120 

gggagaaacc gagtccccgc cgggtcccca ccgtgtggcg ccgaccgaaa taactccagt 
180 

ccagctgcaa aaaccctccc gaaaacccaa gcttgtccgg cacaacttcg gtctctccag 
240 

cctcattcct gcccgcactc cgccaaactg ctcgccctgc ccagcgcagc ggatgcagcg 
300 

ctcccggccc nacgg 
315 

<210> 4284 
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245 250 255 

Asp Ala Asn Leu Pro Ser Leu Gin Lys Pro Cys Pro Ser Thr Leu Leu 

260 265 270 

.Gin Gin His Met Ala Asp Leu Leu Gin Gin Gly Pro Asp Val Ala Pro 

275 280 285 

Ser Phe Leu Asn Ser Val Leu Asn Gin Leu Asn Trp Ala Phe Ser Glu 

290 295 300 

Phe He Gly Met He Gin Glu He Gin Gin Ala Ala Glu Arg Leu Glu 
305 310 315 320 

Arg Asn Phe Val Asp Ser Arg Gin Leu Lys Val Cys Ala Thr Cys Phe 

325 330 335 

Asp Leu Ser Val Ser Leu Leu Arg Val Leu Glu Met Thr He Thr Leu 

340 345 350 

Val Pro Glu He Phe Leu Asp Trp Thr Arg Pro Thr Ser Glu Met Leu 

355 360 365 

Leu Arg Arg Leu Ala Gin Leu Leu Asn Gin Val Leu Asn Arg Val Thr 

370 375 380 

Ala Glu Arg Asn Leu Phe Asp Arg Val Val Thr Leu Arg Leu Pro Gly 
385 390 395 400 

Leu Glu Ser Val Asp His Tyr Pro He Leu Val Ala Val Thr Gly He 

405 410 415 

Leu Val Gin Leu Leu Val Arg Gly Pro Ala Ser Glu Arg Glu Gin Ala 

420 425 430 

Thr Ser Val Leu Leu Ala Asp Pro Cys Phe Gin Leu Arg Ser He Cys 

435 440 445 

Tyr Leu Leu Gly Gin Pro Glu Pro Pro Ala Pro Gly Thr Ala Leu Pro 

450 455 460 

Ala Pro Asp Arg Lys Arg Phe Ser Leu Gin Ser Tyr Ala Asp Tyr He 
465 470 475 480 

Ser Ala Asp Glu Leu Ala Gin Val Glu Gin Met Leu Ala His Leu Thr 

485 490 495 

Ser Ala Ser Ala Gin Ala Ala Ala Ala Ser Leu Pro Thr Ser Glu Glu 

500 505 510 

Asp Leu' Cys Pro lie Cys Tyr Ala His Pro He Ser Ala Val Phe Gin 

515 520 525 

Pro Cys Gly His Lys Ser Cys Lys Ala Cys He Asn Gin His Leu Met 

530 535 540 

Asn Asn Lys Asp Cys Phe Phe Cys Lys Thr Thr He Val Ser Val Glu 
545 550 555 560 

Asp Trp Glu Lys Gly Ala Asn Thr Ser Thr Thr Ser Ser Ala Ala 
565 570 575 

<210> 4281 

<211> 507 

c212> DNA 

<213> Homo sapiens 

<400> 4281 

acgcgtgaag ggacagagct ggggccttgt caggagcccc acagttggcc aatgggccag 
60 

atgccccata gtctcagccc acctctcttc tgccatgagt cccctgattc tgtcctttga 
120 

gctgactctg agaggcagtg ggcttcccgc cagcacctcc ccctatcaca tttgtagggc 
180 
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caggcagcag ctgcctccct gcccaccagt gaggaggacc tctgccccat ctgctatgcc 
1560 

caccccatct ctgctgtgtt ccagccctgt ggccacaagt cctgcaaagc ctgtatcaac 
1620 

cagcacctga tgaacaacaa ggactgcttc ttctgcaaaa ccaccatcgt gtctgtagag 
1680 

gactgggaga agggagccaa tacgagtact acctcctcag ctgcctagcc ctcacagcct 
1740 

gtgccatcct ggaacctcca cctttgaacc cagagccagg ctgggcccta tttatgagct 
1800 

ccctttgccc ttctcctgta tcccacacca ccacatccaa cctccttgcc tgcctgtatc 
1860 

ctcattggtg ggagcccagc catggcccta attgtgcctg agcttgactt tcagtcaggg 
1920 

ccacagtgag cattaaatta ttattccata caaaaaaaaa aaa 
1963 



<210> 4280 

<211> 575 

<212> PRT. 

<213> Homo sapiens 



<400> 4280 

Arg Pro Leu Thr Glu Asn Ser Leu Leu Glu Val Leu Asp Gly Thr Val 

1 5 10 . 15 

Met Met Tyr Ser Leu Ser Val His Gin Gin Leu Gly Lys Met Val Gly 

20 25 30 

Val Ser Asp Asp Val Asn Glu Tyr Ala Met Ala Leu Arg Asp Thr Glu 

35 40 45 

Asp Lys Leu Arg Arg Cys Pro Lys Arg Arg Lys Asp lie Leu Ala Glu 

50 55 60 

Leu Thr Lys Ser Gin Lys Val Phe Ser Glu Lys Leu Asp His Leu Ser 
65 70 ' 75 " 80 

Arg Arg Leu Ala Trp Val His Ala Thr Val Tyr Ser Gin Glu Lys Met 

85 90 95 

Leu Asp lie Tyr Trp Leu Leu Arg Val Cys Leu Arg Thr lie Glu His 

100 105 HO - 

Gly Asp Arg Thr Gly Ser Leu Phe Ala Phe Met Pro Glu Phe Tyr Leu 

115 120 125 

Ser Val Ala He Asn Ser Tyr Ser Ala Leu Lys Asn Tyr Phe Gly Pro 

130 135 140 

Val His Ser Met Glu Glu Leu Pro Gly Tyr Glu Glu Thr Leu Thr Arg 
145 150 155 160 

Leu Ala Ala He Leu Ala Lys His Phe Ala Asp Ala Arg He Val Gly 

165 170 175 

Thr Asp He Arg Asp Ser Leu Met Gin Ala Leu Ala Ser Tyr Val Cys 

180 185 190 

Tyr Pro His Ser Leu Arg Ala Val Glu Arg He Pro Glu Glu Gin Arg 

195 200 205 

He Ala Met Val Arg Asn Leu Leu Ala Pro Tyr Glu Gin Arg Pro Trp 

210 215 220 

Ala Gin Thr Asn Trp He Leu Val Arg Leu Trp Arg Gly Cys Gly Phe 
225 230 235 240 

Gly Tyr Arg Tyr Thr Arg Leu Pro His Leu Leu Lys Thr Lys Leu Glu 
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<210> 4279 

<211> 1963 

<212> DNA 

<213> Homo sapiens 

<400> 4279 

cggccgctta cggaaaactc gctgttggaa gttctggatg gcacagtcat gatgtacagt 
60 

ctgagcgtac accagcagct gggcaagatg gtgggtgtgt ctgatgatgt caacgagtat 
120 

gcaatggccc tgagagacac cgaggacaag ctacgtcggt gccccaagag gaggaaggac 
180 

atccttgcag agttgaccaa gagccagaag gttttctcag aaaagctgga ccacctgagc 
240 

cgccgtcttg cctgggtcca tgccactgtc tactcccagg agaagatgct ggacatctac 
300 

tggctgctgc gcgtctgcct gcggaccatt gagcacggtg atcgcacagg gtctctcttt 
360 

gccttcatgc ccgagttcta cctgagcgtg gccatcaaca gctacagtgc tctcaagaat 
420 

tactttggtc ccgtgcacag catggaggag ctcccaggct atgaagagac cctgacccgc 
480 

ctggctgcca ttctcgccaa acactttgcc gacgcacgca ttgtgggcac tgacatccga 
540 

gactcactga tgcaggccct ggccagctac gtgtgctacc cacactccct gcgggctgtg 
600ccgaggagca gcgtatcgcc atggtgagga acctcctggc gccctatgag 660 

tctggagggg ctgtggcttc 

aacttgagga cgccaatttg 

agcacatggc ggacctccta 

tcctcaatca gctcaactgg 

aggctgctga gcgcctggag 

cctgctttga cctctcggtc 

ctgagatatt ccttgactgg 

agctgctaaa ccaggtgctg 

tcaccctacg gctgcctggc 

cgggcatcct ggtgcagctc 

cagtgctcct ggcagatccc 

cagagccccc agcacctggc 

agagctatgc ggattatatc 

acctgacctc tgcatctgcc 



cagcggccct 
720 

gggtaccgct 
780 

cccagcctcc 
840 

cagcagggtc 
900 

gccttctctg 
960 

cggaactttg 
1020 

agcctgctgc 
1080 

acccggccta 
1140 

aaccgggtga 
1200 

ctagagagcg 
1260 

ctggtgcgtg 
1320 

tgcttccagc 
1380 

actgctctgc 
1440 

agtgccgatg 
1500 



gggcccagac 
atacacggct 
agaagccctg 
ctgatgtggc 
aattcattgg 
tggacagccg 
gtgtcttgga 
cctctgagat 
cagctgagag 
tggaccacta 
gcccagcctc 
tacgctcaat 
cagcccctga 
agctggccca 



caactggatc 
gccacatctg 
cccttccacc 
acccagcttc 
catgatccaa 
gcagctcaag 
gatgactatc 
gctgctgcgg 
gaacctgttt 
tcccattctg 
agagagagag 
atgctatctc 
ccggaagcgc 
agtggaacag 



ctggtgcggc 
ctgaaaacca 
ctgctgcagc 
ctcaacagcg 
gagatccagc 
gtatgtgcca 
acactggtgc 
cgtcttgcac 
gatcgtgtgg 
gtggcagtga 
caagccacat 
ctgggacagc 
ttctccctgc 
atgctggcgc 
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ccaaacacac cgtatttcat ctgtagcatt caagacttca aactggtcca caactcccag 
720 . 

gcctgttgca gatctccaac tcctgctttg tgtgaccccc cagcatgctc tctgccggtg 
780 

gcatcacagc caccacagca tctttctgaa gccgggagag ggcctgtagg gagtaagagg 
840 

gaccatctcc tcatgaacgt caaatggtac taccgtcaat ctgaggttcc agattctgtg 
900 

tatcagcatt tggttcagga tcgacataat gaaaatgact ctggaagaga acttgtcatt' 
960 

acagacccag ttatcaagaa ccgagagctc ttcatttctg attacgttga cacttaccat 
1020 

gctgctgccc ttagagggaa gtgtaacatt ctccattttt ctgacatatt 
1070 

<210> 4278 

<211> 253 , . . 

<212> PRT 

<2i3> Homo sapiens 
<400> 4278 

Met Thr Ala Asp Lys Asp Lys Asp Lys Asp Lys Glu Lys Asp Arg Asp 

1 5 10 15 

Arg Asp Arg Asp Arg Glu Arg Glu Lys Arg Asp Lys Ala Arg Glu Ser 

20 25 30 

Glu Asn Ser Arg Pro Arg Arg Ser Cys Thr Leu Glu Gly Gly Ala Lys 

35 40 45 

Asn Tyr Ala Glu Ser Asp His Ser Glu Asp Glu Asp Asn Asp Asn Asn 

50 55 ,60 

Ser Ala Thr Ala Glu Glu Ser Thr Lys Lys Asn Lys Lys Lys Pro Pro 
65 70 75 80 

Lys Lys Lys Ser Arg Tyr Glu Arg Thr Asp Thr Gly Glu lie Thr Ser 

85 90 95 

Tyr He Thr Glu Asp Asp Val Val Tyr Arg Pro Gly Asp Cys Val Tyr 

100 105 110 

He Glu Ser Arg Arg Pro Asn Thr Pro Tyr Phe He Cys Ser He Gin 

115 120 125 

Asp Phe Lys Leu Val His Asn Ser Gin Ala Cys Cys Arg Ser Pro Thr 

130 135 140 

Pro Ala Leu Cys Asp Pro Pro Ala Cys Ser Leu Pro Val Ala Ser Gin 
145 150 155 160 

Pro Pro Gin His Leu Ser Glu Ala Gly Arg Gly Pro Val Gly Ser Lys 

165 170 175 

Arg Asp His Leu Leu Met Asn Val Lys Trp Tyr Tyr Arg Gin Ser Glu 

180 185 190 

Val Pro Asp Ser Val Tyr Gin His Leu Val Gin Asp Arg His Asn Glu 

195 200 205 

Asn Asp Ser Gly Arg Glu Leu Val He Thr Asp Pro Val He Lys Asn 

210 215 220 

Arg Glu Leu Phe He Ser Asp Tyr Val Asp Thr Tyr His Ala Ala Ala 
225 230 235 240 

Leu Arg Gly Lys Cys Asn He Leu His Phe Ser Asp He 
245 250 
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65 70 75 80 

Glu Gly Val Gly Pro Val Glu Gin Glu Gly Val Arg Arg Ala Arg Glu 

85 90 95 

Arg Leu Glu Gin Ala Asp Leu lie Leu Ala Met Leu Asp Ala Ser Asp 

100 105 110 

Leu Ala Ser Pro Ser Ser Cys Asn Phe Leu Ala Thr Val Val Ala Ser 

115 120 125 

Val Gly Ala Gin Ser Pro Ser Asp Ser Ser Gin Arg Leu Leu Leu Val 

130 135 140 

Leu Asn Lys Ser Asp Leu Leu Ser Pro Glu Gly Pro Gly Pro Gly Pro 
145 150 155 160 

Asp Leu Pro Pro His Leu Leu Leu Ser Cys Leu Thr Gly Glu Gly Leu 

165 170 175 

Asp Gly Leu Leu Glu Ala Leu Arg Lys Glu Leu Ala Ala Val Cys Gly 

180 185 190 

Asp Pro Ser Thr Asp Pro Pro Leu Leu Thr Arg Ala Arg His Gin His 

195 200 205 

His Leu Gin Gly Cys Leu Asp Ala Leu Gly His Tyr Lys Gin Ser Lys 

210 215 220 

Asp Leu Ala Leu Ala Ala Glu Ala Leu Arg Val Ala Arg Gly His Leu 
225 230 235 240 

Thr Arg Leu Thr Gly Gly Gly Gly Thr Glu Glu lie Leu Asp He He 

245 250 255 

Phe Gin Asp Phe Cys Val Gly Lys 
260 

<210> 4277 
<211> 1070 
<212> DNA 

<213> Homo sapiens 
<400> 4277 

cggccggtcg ggcctccttt tgttttagga agggcacttc actccccggg cccccacctg 
60 

cccgcctgcg ccgccccttt ccgcgggtcc ggagttggcg gggccctgcg ccggaggagg 
120 

aggaccaggc ccgcgggctc agctctcgcc gccagcgggc cgcagcattt ttgaaacgtt 
180 

9999^9^9 g^gtggttSS attttccctg gaattgagtg agaaattcag aagactgaag 
240 

cccaggctta ctgtctacct ttcacggagg cctagccgtg agaggacaga agaaggcacg 
300 

tggcgaatca tgacagcgga caaagacaaa gacaaagaca aagagaagga ccgggaccga 
360 

gaccgggacc gagagagaga gaaaagagac aaagcaagag agagtgagaa ttcaaggcca 
420 

cgccggagct gtaccttgga aggaggagcc aaaaattatg ctgagagtga tcacagtgaa 
480 

gacgaggaca atgacaacaa tagtgccacc gcagaggagt ccacgaagaa gaataagaag 
540 

aaaccaccga aaaaaaagtc tcgttatgaa aggacagata ccggtgagat aacatcctac 
600 

atcactgaag atgatgtggt ctacagacca ggagactgtg tgtatatcga gagtcggagg 
660 



3481 



WO 00/58473 PCT/USOO/08621 



225 230 235 

<210> 4275 
<211> 874 
<212> DNA 

<213> Homo sapiens 
<400> 4275 

atgcaggtgg ccctgggtgc acatctacga gatgccaggc gcgggcagag gctccgctca 
60 

ggggcgcacg tagtggtcac tggacccccc aatgcgggca agagcagcct agtgaacctg 
120 

ctcagtcgga agcctgtgtc catcgtgtcc ccggagccag ggaccacccg tgacgtgctg 
180 

gagaccccag tcgacctggc cggatttcct gtgctgctga gcgacacggc tgggttgcgg 
240 

gagggcgtgg ggcccgtgga gcaggagggc gtgcggcgcg cccgggagag gctagagcag 
300 

gctgacctca ttctggccat gctggatgct tctgacctgg cctctccctc cagttgcaac 
360 

ttcctggcca ccgtcgtagc ctctgtggga gcccagagcc ccagtgacag cagccagcgc 
420 

ctcctcctgg tgctgaacaa gtcggacctg ctgtccccgg agggcccagg tcccggtcct 
480 

gacctgcccc cgcacctgct gctgtcctgt ctgacgggag aggggctgga cggcctcctg 
540 

gaggcgctga ggaaggagct agctgcagtg tgtggggacc cgtccacaga tcccccgctg 
600 

ctgacccgag caaggcacca gcaccacctc cagggttgcc tggatgccct cggccactac 
660 

aagcagtcaa aagacctggc cctggcggca gaggcgctgc gggtggcccg gggtcacctg 
720 

acccggctca caggtggagg gggtaccgag gagatcctgg acatcatctt ccaggacttc 
780 

tgtgtgggca agtgacggga tccagggaat tcgcacccaa gctgcgtgga gacccaggag 
840 

cctcggggga tctggaaaca gtttaggcca attg 
874 

<210> 4276 
<211> 264 
<212> PRT 

<213> Homo sapiens 
<400> 4276 

Met Gin Val Ala Leu Gly Ala His Leu Arg Asp Ala Arg Arg Gly Gin 

15 10 15 

Arg Leu Arg Ser Gly Ala His Val Val Val Thr Gly Pro Pro Asn Ala 

20 25 30 

Gly Lys Ser Ser Leu Val Asn Leu Leu Ser Arg Lys Pro Val Ser lie 

35 40 45 

Val Ser Pro Glu Pro Gly Thr Thr Arg Asp Val Leu Glu Thr Pro Val 

50 55 60 

Asp Leu Ala Gly Phe Pro Val Leu Leu Ser Asp Thr Ala Gly Leu Arg 
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tgtaccgagg ctcgctgaca cagagaaacc ccaacgcgag gaaaggaatg gccagccaca 
1620 

ccttcgcgaa acctgtggtg gcccaccagt cctaacggga caggacagag agacagagca 
1680 

gccctgcact gttttccctc caccacagcc atcctgtccc tcattggctc tgtgctttcc 
1740 

actatacaca gtcaccgtcc caatgagaaa caagaaggag caccctccac atggactccc 
1800 

acctgcaagt ggacagcgac attcagtcct gcactgctca cctgggttta ctgatgactc 
1860 

ptggctgccc caccatcctc tctgatctgt gagaaacagc taagctgctg tgacttccct 
1920 

ttaggacaat gttgtgtaaa tctttgaagg acacaccgaa gacctttata ctgtgatctt 
1980 

ttaccccttt cactcttggc tttcttatgt tgctttcatg aatggaatgg aaaaaagatg 
2040 

actcagttaa ggcaccaaaa aaaaaaaaaa aaaagtcgag c 
2081 

<210> 4274 

<211> 235 

<212> PRT 

<213> Homo sapiens 

<400> 4274 

Met Ala Leu Gly Lys Leu Leu Leu His Ser Gly Arg Met Ser Ser Gly 

1 5 10 15 

Met Ser Ser Cys Pro Cys Ser Thr Trp Pro Met Trp Asp Thr Ser Asp 

20 25 30 

Glu Glu Ser He Arg Ala His Val Met Ala Ser His His Ser Lys Arg 

.35 .40 45 

Arg Gly Arg Ala Ser Ser Glu Ser Gin Gly Leu Gly Ala Gly Val Arg 

50 55 60 

Thr Glu Xaa Asp Val Glu Glu Glu Ala Leu Arg Arg Lys Leu Glu Glu 
65 70 75 80 

Leu Thr Ser Asn Val Ser Asp Gin Glu Thr Phe Val Arg Gly Gly Gly 

85 90 95 

Ser Gin Gly Arg Lys Cys Arg Ala Gin Gin Gly Gin He Ser Trp Ala 

100 105 110 

Ser Pro Pro Gly Gly Pro Gly Arg Trp His Gly Cys Pro Ser Asn Gin 

115 120 125 

Gin Thr Gly Lys Lys Pro Gin Asp Pro Gly Asp Pro Val Gin Tyr Asn 

130 135 140 

Arg Thr Thr Asp Glu Glu Leu Ser Glu Leu Glu Asp Arg Val Ala Val 
145 150 155 160 

Thr Ala Ser Glu Val Gin Gin Ala Glu Ser Glu Val Ser Asp He Glu 

165 170 175 

Ser Arg He Ala Ala Leu Arg Ala Ala Gly Leu Thr Val Lys Pro Ser 

180 185 190 

Gly Lys Pro Arg Arg Lys Ser Asn ^Leu Pro He Phe Leu Pro Arg Val 

195 200 205 

Ala Gly Lys Leu Gly Lys Arg Pro Glu Asp Pro Asn Ala Asp Pro Ser 

210 215 220 

Ser Glu Ala Lys Ala Met Ala Val Pro He Phe 
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<400> 4273 

nggatggatt agccattgtt 
60 

agataggtgg gtgtatgggt 
120 

gagtaggtgc atgagtggat 
180 

aataggggga agggtggatt 
240 

ggtgggtgaa tggatgaagg 
300 

atgggtggat gggctgacaa 
360 

gcaggtatct attgcagctg 
420 

ccagacagat gaggatggag 
480 

cagcaaaaaa aagcgcctcc 
540 

ctccactcag cctcaaggtc 
600 

cccacagtcc ctcacagatg 
660 

cctggaggag gctgatactg 
720 

cagcatctca- ccttccagac 
780 

tagggaatgg ccctggggaa 
840 

agctgcccct gcagtacttg 
900 

cacgtgatgg cctcccacca 
960 

ctaggtgctg gagtgcgcac 
1020 

gaggagctga ccagcaacgt 
1080 

ggacgaaaat gcagagccca 
1140 

ggacggtggc acggctgccc 
1200 

gaccccgtcc agtacaacag 
1260 

gcagtgacgg cctcagaagt 
1320 

attgcagccc tgagggccgc 
1380 

tcaaacctcc cgatatttct 
1440 

ccaaatgcag acccttcaag 
1500 

agttcagtaa ttccctgaaa 
1560 



cgagtgggtg 


gatgggtgga 


gggtggatgg 


attgatgcat 


aaatgggtgg 


gtgggtaggt 


ggtagatggg 


tagatggagg 


agggagggat 


gggcaggtag 


atggcttgtt 


cccagactgt 


ggcctgaact 


gatatctgaa 


aacctggctc 


agaggcccag 


tctccgtcca 


cgacttcgac 


actccctgca 


cctgtcctca 


agtcctgctc 


agagaaggca 


gggcctctgg 


gtgccactcc 


acggcgccct 


ggctgagctc 


actgctgctg 


cactcgggtc 


gccgatgtgg 


gacacctctg 


ttccaagcgg 


agaggccggg 


ggagcncgac 


gtagaggagg 


cagtgaccag 


gaga cct teg 


acagggacaa 


atcagttggg 


atcaaaccaa 


cagacaggaa 


gaccacagat 


gaggagctgt 


ccagcaggca 


gagagegagg 


agggctcacg 


gtgaagcect 


ccctcgagtg 


gctgggaaac 


tgaggccaag 


gcaatggctg 


agtcaaggta 


aagatgatga 



tgaatagatg ggtggaggat 
ggatggatgg gctgcccatt 
gaatagatgt atagatttat 
gatacattgc tgtgtggata 
atggatagat tagtggatgg 
ttgtccttgg gtggagtcat 
gagagaagtg gagacagega 
gcccaggccc agecctttgg 
ttcgagggag actcagatga 
gtccctgagg ccagggacag 
gcccctcaca aggctgaggg 
catceggaag agcagccgac 
tgcccgcctg gaggctccca 
ggatgtcatc aggaatgagc 
atgaggaaag catccgggct 
cgtcttctga gagtcagggt 
aggecctgag gaggaagctg 
tccgaggagg aggaagecaa 
cctctccccc aggcggaccc 
aaaagcccca ggaccctggg 
cagagctgga ggacagagtg 
tttcagacat tgaatccagg 
egggaaagee ccggaggaag 
ttggcaagag accagaggac 
tgectatett ctgagaagaa 
ttcttttgat eggaaatcag 
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<212> DNA 

<213> Homo sapiens 

<400> 4271 

accatgtcat ttcctttgaa ctcaccggga cagcaatctg gattaaagat actacgacaa 
60 

ctgactactg attttgtcca tcactacatt gttgccaata acttttcaga gcttttccat 
120 

ttgctgtcct caagaaattg caaaaccaga aatcttgtta tgaaactact tttaaatatg 
180 

tctgaaaatc caactgcagc cagagacatg atcaatatga aggcattggc agcattaaaa 
240 

ctcatcttta accacaaaga ggcaaaagcc aatcttgtta gtggtgtggc catatttatt 
300 

aacataaagg agcatatcag aaaaggctca attgtagtta ataaatatgg ccacaccact 
360 

aacaagattg gcttttgcct ctttctggtt aaagatgagt tttaatgctg ccaatgcctt 
420 

catattgatc atgtctctgg ctgcagttgg attttcagac atatttaaaa gtagtttcaa 
480 

aacaagattt ctggttttgc aatttcctga ggacagcaaa tggaaaagct ctgaaaagta 
540 

attggcaaca atgtagtgat ggacaaaatc agtagtcagt tgtccgtc 
588 * , 

<210> 4272 

<211> 134 

<212> PRT 

<213> Homo sapiens 

<400> 4272 

Thr Met Ser Phe Pro Leu Asn Ser Pro Gly Gin Gin Ser Gly Leu Lys 

1 5 10 15 

lie Leu Arg Gin Leu Thr Thr Asp Phe Val His His Tyr lie Val Ala 

20 25 30 

Asn Asn Phe Ser Glu Leu Phe His Leu Leu Ser Ser Arg Asn Cys Lys 

35 40 45 

Thr Arg Asn Leu Val Met Lys Leu Leu Leu Asn Met Ser Glu Asn Pro 

50 55 60 

Thr Ala Ala Arg Asp Met He Asn Met Lys Ala Leu Ala Ala Leu Lys 
65 .70 75 80 

Leu He Phe Asn His Lys Glu Ala Lys Ala Asn Leu Val Ser Gly Val 

85 , 90 95 

Ala He Phe He Asn He Lys Glu His He Arg Lys Gly Ser lie Val 

100 105 110 

Val Asn Lys Tyr Gly His Thr Thr Asn Lys lie Gly Phe Cys Leu Phe 

115 120 125 

Leu Val Lys Asp Glu Phe 
130 

<210> 4273 

<211> 2081 

<212> DNA 

<213> Homo sapiens 
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675 680 685 

Lys Ala Thr Leu lie lie Arg Pro Lys Phe Pro Arg Lys Leu Pro Arg 

690 695 700 

Ala Lys Pro Cys Ser Asp Pro Asn Arg Val Arg Glu Pro Gly Glu Val 
70S 710 715 720 

Glu Phe Asp lie Glu Glu Asp Tyr Thr Thr Asp Glu Asp Met Val Glu 

725 730 735 

Gly Val Glu Gly Lys Leu Gly Asn Gly Ser Gly Ala Gly Gly He Leu 

740 745 750 

Asp Leu Leu Lys Ala Ser Arg Gin Val Gly Gly Pro Asp Tyr Ala Ala 

755 760 765 

Leu Thr Glu Ala Pro Ala Ser Pro Ser Thr Gin Glu Ala He Gin Gly 

770 775 780 

Met Leu Cys Met Ala Asn Leu Gin Ser Ser Ser Ser Ser Pro Ala Thr 
785 790 795 800 

Ser Ser Leu Gin Ala Trp Trp Thr Gly Gly Gin Asp Arg Ser Ser Gly 

805 810 815 

Ser Ser Ser Ser Gly Leu Gly Thr Val Ser Asn Ser Pro Ala Ser Gin 

820 825 830 

Arg Thr Pro Gly Lys Arg Pro He Lys Arg Pro Ala Tyr Trp Arg Thr 

835 840 845 

Glu Ser Glu Glu Glu Glu Glu Asn Ala Ser Leu Asp Glu Gin Asp Ser 

850 855 860 

Leu Gly Ala Cys Phe Lys Asp Ala Glu" Tyr He Tyr Pro Ser Leu Glu 
865 870 875 880 

Ser Asp Asp Asp Asp Pro Ala Leu Lys Ser Arg Pro Lys Lys Lys Lys 

885 890 895 

Asn Ser Asp Asp Ala Pro Trp Ser Pro Lys Ala Arg Val Thr Pro Thr 

900 905 910 

Leu Pro Lys Gin Asp Arg Pro Val Arg Glu Gly Thr Arg Val Ala Ser 

915 920 925 

He Glu Thr Gly Leu Ala Ala Ala Ala Ala Lys Leu Ala Gin Gin Glu 

930 935 940 

Leu Gin Lys Ala Gin Lys Lys Lys Tyr lie Lys Lys Lys Pro Leu Leu 
945 950 955 960 

Lys Glu Val Glu Gin Pro Arg Pro Gin Asp Ser Asn Leu Ser Leu Thr 

965 970 975 

Val Pro Ala Pro Thr Val Ala Ala Thr Pro Gin Leu Val Thr Ser Ser 

980 985 990 

Ser Pro Leu Pro Pro Pro Glu Pro Lys Gin Glu Ala Leu Ser Gly Ser 

995 1000 1005 

Leu Ala Asp His Glu Tyr Thr Ala Arg Pro Asn Ala Phe Gly Met Ala 

1010 1015 1020 

Gin Ala Asn Arg Ser Thr Thr Pro Met Ala Pro Gly Val Phe Leu Thr 
1025 1030 1035 1040 

Glri Arg Arg Pro Ser Val Gly Ser Gin Ser Asn Gin Ala Gly Gin Gly 

1045 1050 1055 

Lys Arg Pro Lys Lys Gly Leu Ala Thr Ala Lys Gin Arg Leu Gly Arg 

1060 1065 1070 

lie Leu Lys lie His Arg Asn Gly Lys Leu Leu Leu 
1075 1080 

<210> 4271 
<211> 588 
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Asp Thr, Arg Leu 
260 

Leu Ser Trp Val 
275 

Pro Asn Val Gin 
290 

Asp Phe His lie 
305 

Lys Gly Glu Lys 

Thr Leu Phe Glu 
340 

Phe Gly Asp Gin 
355 

Gin Thr Leu Phe 
370 

Val Asp Cys Leu 
385 

Glu Met Gin Leu 

Asp Leu Phe Arg 
420 

Lys "His He Leu 
435 

Pro Ala Ser Tyr 
450 

Arg' Ala Trp Thr 
465 

Pro Glu Thr Val 

He Arg Leu Val 
500 

Asn He Phe Gly 
515 

Thr Arg Pro Ala 
530 

Pro Ser Lys Asn 
545 

Phe Lys Lys Ala 

Ala Gly Gin Leu 
580 

Leu Lys Thr Gly 
595 

Cys Leu Asn Asp 
610 

Asn Glu Ser Pro 
625 

Val Lys Ser Leu 

Asp Lys Ala Arg 
660 

Leu Asp Ser Asp 



245 

Ser Asn Leu Val 

Glu Asn Leu Trp 
280 

Lys Tyr Cys Leu 
295 

Asp Phe Gly Gly 
310 

He Phe Tyr Leu 
325 

Cys Trp Ser Ser 

Val Asp Lys Cys 
360 

He Pro Thr Gly 
375 

Ala Phe Gly Gly 
390 

Lys Ala Tyr Glu 
405 

Phe Pro Asn Phe 

Asp He Phe Arg 
440 

Leu Val His Gly 
455 

Arg Lys Glu Ala 
470 

Arg Thr Val Gin 
485 

Glu Asp He Phe 

Leu Gin Arg He 
520 

His Ser Thr Ser 
535 

Gly Ser Lys Lys 
550 

Glu Arg Lys Gly 
565 

Ser Tyr Asn Leu 

Ser Phe Gin Lys 
600 

Ser Asp Asp Asp 
615 

Leu Ala Leu Leu 
630 

Ser Lys Ser Arg 
645 

Leu Met Ala Glu 
Asp Glu. Leu Gin 



250 

Glu Thr Pro Lys 
265 

Pro Glu Glu Cys 

Met Ser Val Arg 
300 

Thr Ser Val Trp 
315 

He Arg Pro Thr 
330 

Ser Ser Asn Gin 
345 

Tyr Lys Cys Ser 

Trp He His Ala 
380 

Asn Phe Leu His 
395 

He Glu Lys Arg 
410 

Glu Thr He Cys 
425 

Gly Leu Arg Glu 

Gly Lys Ala Leu 
460 

Leu Pro Asp His 
475 

Leu He Lys Asp 
490 

Gin Gin Asn Val 
505 

Phe Pro Ala Gly 

Val Ser Met Ser 
' 540 

Lys Gly Leu Lys 
555 

Lys Glu Ser Ser 
570 

Met Asp Thr Tyr 
585 

Ala Lys Phe Asn 

Ser Pro Asp Leu 
620 

Met Ser Asn Gly 
635 

Arg Thr Lys He 
650 

Gin Val Met Glu 
665 

He Asp Glu Arg 



255 

He Val Arg Lys 
270 

Val Phe Glu Arg 
285 

Asp Ser Tyr Thr 

Tyr His Val Leu 
320 

Asn Ala Asn Leu 
335 

Asn Glu Met Phe 
350 

Val Lys Gin Gly 
365 

Val Leu Thr Pro 

Ser Leu Asn He 
400 

Leu Ser Thr Ala 
415 

Trp Tyr Val Gly 
430 

Asn Arg Arg His 
445 

Asn Leu Ala Phe 

Glu Asp Glu He 
480 

Leu Ala Arg Glu 
495 

Gly Lys Thr Ser 
510 

Ser He Pro Leu 
525 

Arg Leu Ser Leu 

Pro Lys Glu Leu 
560 

Ala Leu- Gly Pro 
575 

Ser His Gin Ala 
590 

He Thr Gly Ala 
605 

Asp Leu Asp Gly 

Ser Thr Lys Arg 
640 

Ala Lys Lys Val 
655 

Asp Glu Phe Asp 
670 

Leu Gly Lys Glu 
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ttatgctttt ccaaagaggc tgatgtcttt gtttttgttt tttttaatgt ttcaggttct 
5340 

aagtgaagtg. agttggggag gggttgggag tgttagtaat caaggttt'ag aacaccatga 
5400 

gatagttacc cctgatctcc agtccctagc tgggggctgg acagggggaa gggagagagg 
5460 

atttctattc acctttaata tatttttaca aaaaaagcaa acaatttaaa aacaagccca 
5520 

ccgcttctgt acatgtctaa atatattttt agaagtgggt aggattgtga atttctgatg 
5580 

cagggccttt ttataaatag gttagggtag catcattcag acttctctgt tgtttttgtc 
5640 

cctgtctttt tcttatgttg tgttactaat gtaatttata ttttttttag atcctccctt 
5700 

tcctatagag ataaaagtga tttatcttgg caaaaaaaaa aaaaaaaa 
5748 

<210> 4270 
<211> 1084 
<212> PRT 

<213> Homo sapiens 
<400> 4270 

Ala Ser Phe Thr Gly Gly Arg Thr Asn Asn Ala Glu Thr Val Gly Lys 

15 10 15 

Ser Pro Ala Tyr Arg Arg Cys Ser Met Asn Arg Ser Arg Ala lie Val 

20 25 30 

Gin Arg Gly Arg Val Leu Pro Pro Pro Ala Pro Leu Asp Thr Thr Asn 

35 40 45 

Leu Ala Gly Arg Arg Thr Leu Gin Gly Arg Ala Lys Met Ala Ser Val 

50 55^ 60 

Pro Val Tyr Cys Leu Cys Arg Leu Pro Tyr Asp Val Thr Arg Phe Met 
65 70 75 B0 

He Glu Cys Asp Met Cys Gin Asp Trp Phe His Gly Ser Cys Val Gly 

85 90 95 

Val Glu Glu Glu Lys Ala Ala Asp He Asp Leu Tyr His Cys Pro Asn 

100 105 110 

Cys Glu Val Leu His Gly Pro Ser He Met Lys Lys Arg Arg Gly Ser 

115 120 125 

Ser Lys Gly His Asp Thr His Lys Gly Lys Pro Val Lys Thr Gly Ser 

130 135 140 

Pro Thr Phe Val Arg Glu Leu Arg. Ser Arg Thr Phe Asp Ser Ser Asp 
145 150 155 160 

Glu Val He Leu Lys Pro Thr Gly Asn Gin Leu Thr Val Glu Phe Leu 

165 170 175 

Glu Glu Asn Ser Phe Ser Val Pro He Leu Val Leu Lys Lys Asp Gly 

180 185 190 

Leu Gly Met Thr Leu Pro Ser Pro Ser Phe Thr Val Arg Asp Val Glu 

195 200 205 

His Tyr Val Gly Ser Asp Lys Glu He Asp Val He Asp Val Thr Arg 

210 215 220 

Gin Ala Asp Cys Lys Met Lys Leu Gly Asp Phe Val Lys Tyr Tyr Tyr 
225 230 235 240 

Ser Gly Lys Arg Glu Lys Val Leu Asn Val He Ser Leu Glu Phe Ser 
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tctagcccta tatccagaag cctgcccacc 
3720 

gtccagtgga catgccccac ctccagactt 
3780 

cctcttgcca aatgcttcat ggaaatgaag 
3840 

ctgtgggcca tttccagaag tggcctagaa 
3900 

ggtgattcct atcacttgtc aaggtaggga 
3960 

ttttgtagcc tgttggagga agctactttt 
4020 

gggtgagctc cagggatttg cctggatttt 
4080 

gtggctgtgg ctgtggctgg gccctggcag 
4140 

cacctgccaa tgacgcagat aaccctggcc 
4200 

gagcacagcc tggacattat ggagggtgtg 
4260 

gggaactttt catgcttctt tctccacctg 
4320 

cacatcttca ctcctgggcc tttgcacttc 
4380 

cagacaggcc attcacgagc ccaagttgaa 
4440 

accatccatc cgatcctccc cttcccctgt 
4500 

gacagtgccc ccacctccca ccgccttgcc 
4560 

tccccccacc tccatttggc actacccaag 
4620 

ccacccactc caacctcacc ccagcttgcc 
4680 

tgcaggccac agggaatttg tgaggcttct 
4740 

tcttttctcc atagccctgc ctctactttc 
4800 

atttgctttc tctaccttgg ggaccccagg 
4860 

aaggcaaaaa gcctggctac ctccccccta 
4920 

tttctgccca gctttgctta ttttggggat 
4980 

gcaggagaag cctctgtcct gtataggcaa 
5040 

aagatcaggt ccccagccct tttgtccatt 
5100 

taattgctag caaatccccc cgattccggc 
5160 

tctgtggagc tgaaacccag cctctgtttg 
5220 

tagagccccc tgtttgttgt tttgtgttgt 
5280 



tccacccatt ctgtttgccc catttcccca 
gctcatggga gaaggctgtg gtctctgccc 
aggaaggcct agagcctcct tcctgcccca 
atgccaactt cacttacctt tcaaaagaaa 
gaggtcagat gcccaagcct ttgaccacgg 
agctggctac acatgaggcc acttgtttta 
gaaatcatgt agaacattat ccacgtggct 
gtggaaaacc atctcccaga aacctgaaag 
ctacagcctg cttgctccgc ctataccaca 
gcgggacggc ccacacctgg gtcctccatc 
aggtcttggt ctgaagaaga cctcaggact 
cagacgacag gtcatcgttc aagcagaatg 
gagaagagac gcccatccgt gaaggagcag 
ccttccttcg tggattgtct ccattgtcca 
tcactggcaa tctggactcg atggagaaca 
tggagtgtac ccttgccctt tccacctgta 
caatgcttct ggggaattta atagctacca 
tttgtcatct ttgtatctcc agtttgtctt 
cttccttgga atcaggggtt cctttagccc 
ggccaagcag ttctccatct agtcacacca 
gcacgtgagt ccctactccc ctcccctctg 
ttcaaggcag cagagggtag tgaggggaga 
ctgcctgact atgcggtgac tgctgtaacc 
aacacccctt cttgatcttt caaaggcagc 
cttttccctc tatttctttg ttagaagttt 
actgggtttc atttagctta gttgggttct 
ttccaatgaa aagcaagttt accctcagag 
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attgacgaga gattgggaaa 
2100 

aaattgcccc gtgcgaagcc 
2160 

gagtttgaca ttgaggagga 
2220 

aagcttggga atggtagtgg 
2280 

gtggggggac ctgactatgc 
2340 

gccatccagg gcatgctgtg 
2400 

tctagcctgc aggcctggtg 
2460 

gggctgggca cagtgtctaa 
2520 

aagcggccag catactggag 
2580 

gaacaggaca gcttgggagc 
2640 

tctgatgatg atgaccctgc 
2700 

gctccatgga gtcctaaagc 
2760 

cgtgagggga cccgggtagc 
2820 

gcccagcagg agctacagaa 
2880 

aaggaggtag aacagcctcg 
2940 

actgtggctg ccacaccaca 
3000 

aaacaagagg ccctgtcagg 
3060 

tttggcatgg cccaggcaaa 
3120 

cagcggcgcc cttcagttgg 
3180 

aagggcctgg ccacagcaaa 
3240 

aaactacttc tgtgagccct 
3300 

tccattgtca actcttgggg 
3360 

gcattgtcct gctttcttgg 
3420 

gttcccttcc ccactttcac 
3480 

atgggagagg tttccagctg 
3540 

acctgccttg tctgttcttt 
3600 

gaggtatgaa ggagcctgag 
3660 



ggagaaggcg accctgataa 
ttgctctgac cccaaccgag 
ctatacaaca gatgaggaca 
cgctggtggc attcttgatc 
tgccctcacc gaggccccag 
catggccaac ctgcagtcct 
gactggggga caggatcgaa 
cagtcctgct tcccagcgca 
aaccgagagc gaggaggagg 
gtgcttcaag gatgcagagt 
tttgaaatct cgacccaaga 
ccgcgtgacc ccaactctgc 
ctctattgag acaggtttgg 
ggcccaaaag aagaaatata 
ccctcaagac tccaatctca 
acttgtcacc tcctcctcac 
aagtctcgct gaccatgagt 
ccgcagcacc acacctatgg 
ctcccagagc aatcaggcag 
gcagagactc ggccgtatcc 
cctgtgtccc acccctcacc 
cactcctgga tcctatctgc 
gacttaccaa aggcacggac 
tagagcatcc tgcctgcctt 
actagaaccc tcttttctac 
attcttcatc ccccgctaga 
ccatgaagtg ggaagcccag 



taagaccaaa atttccccgg 
ttcgtgaacc aggagaagtt 
tggtggaagg ggttgaaggc 
tgctcaaggc cagcaggcag 
cttctcccag cactcaggag 
catcgtcctc accggctacc 
gcagtgggag ctccagcagt 
ccccagggaa gcggcccatc 
aggagaacgc cagtctggat 
atatctatcc ttcactggag 
aaaagaagaa ttcagatgat 
cgaagcagga ccgtcctgtg 
ctgcagcagc tgcaaagctg 
tcaagaagaa gcctttgctg 
gtctgacagt accagccccc 
ccctgcctcc tcctgagcct 
acaccgctcg tcccaatgcc 
cccccggtgt cttcttgacc 
gacaaggaaa gcgtcccaaa 
tgaaaatcca cagaaatggc 
cctttacccc eattgccttc 
cctggacaag gtgctgaggt 
ccctccaccg actccttcta 
ctccactgag gagcaggtaa 
tcgtccaaac cactcccgtc 
gctggaaggc aggatgagga 
tgcttgacac tttctgcaac 



3472 



WO 00/58473 



PCT7US00/08621 



aagaccggga gccctacgtt cgtcagagag ctccggagta ggacttttga cagctcagat 
480 

gaagtgattc tgaagcccac tggaaatcaa ctgaccgtgg aattcctgga agaaaatagc 
540 

ttcagtgtgc ccatcctggt cctgaagaag gatgggttgg gcatgacgct gccctcgcca 
600 

tcattcactg tgagggatgt tgaacactat gttggttctg acaaagagat tgatgtgatt 
660 

gatgtgaccc gccaggctga ctgcaagatg aagcttggtg attttgtgaa ataetattac 
720 

agcgggaaga gggagaaagt cctcaatgtc attagtttgg aattctctga taccagactt 
780 

tctaaccttg tggagacacc gaagattgtt cgaaagctgt catgggtcga aaacttgtgg 
840 

ccagaggaat gtgtctttga gagacccaat gtacagaagt actgcctcat gagtgtgcga 
900 

gatagctata cagactttca cattgacttt ggtggcacct ctgtctggta ccatgtactc 
960 

aagggtgaaa agatcttcta cctgatccgc ccaacaaatg ccaatctgac tctctttgag 
1020 

tgctggagca gttcctctaa tcagaatgag atgttctttg gggaccaggt ggacaagtgc 
1080 

tacaagtgtt ccgttaagca aggacagaca cttttcattc ccacagggtg gatccatgct 
1140 

gtgctgacgc ctgtggactg ccttgccttt ggagggaact tcttacacag ccttaacatc 
1200 

gagatgcagc tcaaagccta tgagattgag aagcggctga gcacagcaga cctcttcaga 
1260 

ttccccaact ttgagaccat ctgttggtat gtgggaaagc acatcctgga catctttcgc 
1320 

ggtttgcgag agaacaggag acaccctgcc tcctacctgg tccatggtgg caaagccttg 
1380 

aacttggcct ttagagcctg gacaaggaaa gaagctctgc cagaccatga ggatgagatc 
1440 

ccggagacag tgcgaaccgt acagctcatt aaagatctgg ccagggagat ccgcctggtg 
1500 

gaagacatct tccaacagaa cgttgggaag acgagcaata tctttgggct gcagaggatc 
1560 

ttcccagccg gctccattcc cctaaccagg ccagcccatt ccacttcagt gtccatgtcc 
1620 

aggctgtcac tgccctccaa aaatggttca aagaagaaag gcctgaagcc caaggaactc 
1680 

ttcaagaagg cagagcgaaa gggcaaggag agttcagcct tggggcctgc tggccagttg 
1740 

agctataatc tcatggacac atacagtcat caggcactga agacaggctc tttccagaaa 
1800 

gcaaagttca acatcactgg tgcctgcttg aatgactcag atgacgactc accagacttg 
1860 

gaccttgatg gaaatgagag cccattggcc ctattgatgt ctaacggcag tacgaaaagg 
1920 

gtgaagagtt tatccaaatc tcggcgaacc aagatagcaa agaaggtaga caaggctagg 
1980 

ctgatggcag aacaggtgat ggaagacgaa tttgacttgg attcagatga tgagctgcag 
2040 
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<211> 210 
<212> PRT 
<213> Homo sapiens 

<400> 4268 

Ala Gly Ala Pro Val Gly His Trp Gly Thr Arg Ala Arg Gin Val Lys 

1 5 10 15 

Thr Gly Gly Cys Arg Arg Ala Arg Arg Thr Met Pro Phe Leu Gly Gin 

20 25 30 

Asp Trp Arg Ser Pro Gly Trp Ser Trp He Lys Thr Glu Asp Gly Trp 

35 . 40 . 45 

Lys Arg Cys Glu Ser Cys Ser Gin Lys Leu Glu Arg Glu Asn Asn His 

50 55 60 

Cys Asn He Ser His Ser He He Leu Asn Ser Glu Asp Gly Glu He 
65 70 75 80 

Leu Asn Asn Glu Glu His~ Glu Tyr Ala Ser Lys Lys Arg Lys Lys Asp 

85 90 95 

His Phe Arg Asn Asp Thr Asn Thr Gin Ser Phe Tyr His Glu Lys Trp 

100 105 110 

lie Tyr Val His Lys Glu Ser Thr Lys Glu Arg His Gly Tyr Cys Thr 

115 120 125 

Leu Gly Glu Thr Phe Asn Arg Leu Asp Phe Ser Ser Ala He Gin Asp 

130 135 140 

He Arg Arg Phe Asn Tyr Val Val Lys Leu Leu Gin Leu He Ala Lys 
145 150 155 160 

Ser Gin Leu Thr Ser Leu Ser Gly Val Ala Gin Lys Asn Tyr Phe Asn 

165 170 175 

lie Leu Asp Lys lie Val Gin Lys Val Leu Asp Asp His His Asn Pro 

180 185 190 

Arg Leu lie Lys Asp Leu Leu Gin Asp Leu Ser Ser Thr Leu Xaa His 
195 200 205 

Ser Tyr 
210 

<210> 4269 

<211> 5748 

<212> DNA 

<213> Homo sapiens 

<400> 4269 

gcttccttca cagggggaag aaccaacaac gcagagaccg tgggaaagag cccagcctat 
60 

cgaaggtgct caatgaacag gagccgcgct atcgtccaga gaggacgcgt gctgccgcct 
120 

cccgcccctc ttgacacgac gaacctggcc ggccgcagaa cgctccaggg ccgagcgaag 
180 

atggcctcgg tgccggtgta ttgcctctgc cggctgcctt acgatgtgac ccgcttcatg 
240 

atcgagtgtg acatgtgcca ggactggttt catggcagtt gtgttggtgt tgaagaggag 
300 

aaggctgctg acattgacct ctaccactgc cccaactgtg aagtcttgca tgggccctcc 
360 

attatgaaaa aacgccgtgg atcttcaaag gggcatgata cacacaaggg gaaaccagtg 
420 
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ggatcttcag atgactaagc aagtaacaat ggcctcaccc tcagtgacct tcctctgcac 
780 

atgctgaaca acatcctata ccggttctca gacggatggg acatcatcac cttaggccag 
840 

gtgaccccca cgttgtatat gcttagtgaa gacagacagc tgtggaagaa gctttgtcag 
900 

taccattttg ctgaaaagca gttttgtaga catttgatcc tttcagaaaa aggtcatatt 
960 

gaatggaagt tgatgtactt tgcacttcag aaacattacc cagcgaagga gcagtacgga 
1020 

gacacactgc atttctgtcg gcactgcagc attctctttt ggaaggactc aggacacccc 
1080 

tgcacgcggc cgaccctgac agctgcttca cgcgtgtctc cgcagcactt catcgacctc 
1140 

ttcaagtttt aagggctgcc cctgccatcc ctattggaga ttgtgaatcc tgctgtctgt 
1200 

gcagggctca tagtgagtgt tctgtgaggt gggtggagac tcctcggaag cccctgcttc 
1260 

cagaaagcct gggaagaact gcccttctgc aaagggggga ctgcatggtt gcattttcat 
1320 

cactgaaagt cagaggccaa ggaaatcatt tctacttctt taaaaactcc ttctaagcat 
1380 

attaaaatgt gaaattttgc gtactctctc tctctatata tatagttcaa aaatacttta 
1440 

ggtggtcagc tccacattct ttgttgacgt gacactaacg gccaataata tgcttcttaa 
1500 

ttatcaaatt atagtttccc aattgggaaa ctaattgggg gtgggttaca aaacatttga 
1560 

tccttgtaaa tacattgtac agaatattta ttttttctca aaatgcattt taactactac 
1620 

attggctgtg ccaaatgagt cctctttgaa tagaaagtga acccagggca atgacagcca 
1680 

ttcttgtctt agggattatg gatcggggta tgaattgtgc acacgcagcc caacaacggg 
1740 

cagtggtctc tgtggctcct aggcatccag cacaggttct ggcagggcac ccctgctggg 
1800 

gttgggggct ggtctgtgca taatcctgga ctgtgatggg aacagcccag tgcagtctaa 
1860 

acttcaattg tgttgaaact. actttaatag acaaagtaat aaatcatgtt tatctattga 
1920 

tttaaacttc atcagttttg catcctactg agaaatgtta gtgattttga tacttaaatc 
1980 

cttaaaagat tgcttcgttt ttaaaataac gcatgtccat tttagaaaat tagaaaatca 
2040 

gtcccaccac ccaaagatta ttgtgcatgc tgaaaagagt atgaaaaatc ccctcagcag 
2100 

gcataggata gaaacgtatt gttgtatatt tccatttttg aatagggtca aggagcctaa 
2160 

gcaaatcatt tctacttttt cctttaagca taataataaa agtatacttt tatggcgtta 
2220 

taaaacaaca 
2230 

<210> 4268 
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435 440 445 

Tyr Met Pro Ala Asn Gly Glu Thr Val Thr .Leu Pro Thr Ser Pro Ser 

450 455 460 

lie Pro Val Gly lie Ser Leu Gly Leu Leu Lys Arg Glu Met Ala Gin 
465 470 475 480 

Gly Leu Leu Pro Glu Ala Lys Lys Pro Arg Leu Leu His Gly Thr Leu 

485 490 495 

He Met Lys Asp Ser Asn Phe Arg Leu Val Ser Ser Glu Gin Ala Leu 

500 505 510 

Lys Glu Leu Gly Leu Ala Glu His Gin Leu Arg Phe Thr Cys Arg Val 

515 520 525 

His Leu His Asp Thr Arg Lys Glu Gin Glu Thr Ala Leu Arg Val Tyr 

530 535 540 

Ser His Leu Lys Ser Val Leu Lys Asp His Cys Val Gin His Leu Pro 
545 550 555 560 

Asp Gly Ser Val Thr Val Glu Ser Val Leu Leu Gin Ala Ala Ala Pro 

565 570 575 

Ser Glu Asp Pro Gly Thr Lys Val Leu Leu Val Ser Trp Thr Tyr Gin 

580 585 590 

Asp Glu Glu Leu Gly Ser Phe Leu Thr Ser Leu Leu Lys Lys Gly Leu 

595 600 605 

Pro Gin Ala Pro Ser 
610 

<210> 4267 

<211> 2230 

<212> DNA 

<213> Homo sapiens 

<400> 4267 

gccggcgcgc ccgttgggca ctgggggacg cgggcgcgtc aggtgaagac tgggggctgc 
60 

aggcgcgcta ggagaactat gccatttttg ggtcaggact ggagatctcc tggatggagt 
120 

tggattaaga cagaagatgg ctggaagaga tgtgaatctt gtagtcagaa acttgaaaga 
180 

gagaataacc attgtaacat cagtcacagc attatcttaa atagtgaaga tggagaaata 
240 

ctcaataatg aagagcatga atatgcatcc aaaaaaagga aaaaggacca ttttagaaat 
300 

gacacaaata ctcaaagttt ttatcatgaa aaatggatct atgtccataa agaaagcaca 
360 

aaagaaaggc atggctattg caccctggga gaaaccttta atcggttaga cttctcaagt 
420 

gcaattcaag atatccgaag gttcaattat gtggtcaaac tgttgcagct aattgcaaaa 
480 

tcccagttaa cttcattgag tggcgtggca cagaagaatt acttcaacat tttggataaa 
540 

atcgttcaaa aggttcttga tgaccaccac aatcctcgct taatcaaaga tcttctgcaa 
600 

gacctaagct ctaccctcnt gcattcttat tagaggagta gggaagtctg tattagtggg 
660 

aaacatcaat atttggattt gccgattaga aactattctc gcctggcaac aacagctaca 
720 
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1 

lie Arg Val Thr 
20 

He Leu Val Ser 

35' 

His Met Gly Phe 
50 

Thr Gin Asn Gly 
65 

His Phe His Leu 

Val Gly Tyr Asp 
100 

Cys Pro He Leu 
115 

Gly Glu Ala Asn 
130 

Lys Val Val Ala 
145 

Leu Glu He Lys 

Phe Gin He Lys 
180 

Asn Met Thr Pro 
195 

Arg Pro Asn Leu 
210 

Asp Ser Lys Arg 
.225 

Thr Val Glu Arg 

Arg Ala Gin Glu 
260 

Asn Leu Lys Val 
275 

Asn His Tyr Tyr 
290 

Lys Thr Phe Val 
305 

Phe Asp Arg Ala 

Thr Pro Gly Met 
340 

Trp Ala Gly Asn 
355 

Gin Gly Thr Val 
370 

Met Glu Gly Arg 
385 

Ser Phe Ser Ala 

Gin Ala Glu Pro 
420 

Met Glu Phe Leu 



Pro 


Leu Gly 


Ala 


lie Ala Gly 


Lys 






40 


Asn 


Asp Asp 


Arci 




55 




Arg 


Leu Thr 


Asp 




70 




Asp 


His Cys 


Gly 


85 






Gly 


Pro lie 


Tvr 


Leu Glu Asp 


Tvr 






120 


Phe 


Phe Thr 


Ser 




135 




Val 


His Leu 


His 




150 




Ala 


Tyr Tyr 


Ala 


165 






Val 


Gly Ser 


Glu 


Asp 


Arg His 


Leu 






200 


Leu 


lie Thr 


Glu 




215 




Cys 


Arg Glu 






230 




Gly Gly Lys 


Val 


245 






Leu 


Cys He 


Leu 


Pro 


He Tyr 


Phe 






280 


Lys 


Leu Phe 


He 




295 




Gin 


Arg Asn 


Met 




310 




Phe Ala Asp 


Asn 


325 






Leu 


His Ala 


Gly 


Glu 


Lys Asn 


Met 






360 


Gly His Lys 


He 




375 




Gin 


Val Leu 


Glu 




390 




His 


Ala Asp 


Ala 


405 






Glu 


Ser Val 


Leu 


Lys Gin Lys 


He 



10 

Gly Gin Asp Val 
25 

Asn Val Met Leu 

Arg Phe Pro Asp 
60 

Phe Leu Asp Cys 
75 

Ala Leu Pro Tyr 
90 

Met Thr His Pro 
105 

Arg Lys lie Ala 

Gin Met He Lys 
140 

Gin Thr Val Gin 
155 

Gly His Val Leu 
170 

Ser Val Val Tyr 
185 

Gly Ala Ala Trp 

Ser Thr Tyr Ala 
22 0 

Asp Phe Leu Lys 
235 

Leu lie Pro Val 
250 

Leu Glu Thr Phe 
265 

Ser Thr Gly Leu 

Pro Trp Thr Asn 
300 

Phe Glu Phe Lys 
315 

Pro, Gly Pro Met 
330 

Gin Ser Leu Gin 
345 

Val lie Met Pro 

Leu Ser Gly Gin 
380 

Val Lys Met Gin 
395 

Lys Gly lie Met 
410 

Leu Val His Gly 
425 

Glu Gin Glu Leu 



15 

Gly Arg Ser Cys 
30 

Asp Cys Gly Met 
45 

Phe Ser Tyr lie 

Val lie lie Ser 
80 

Phe Ser Glu Met 
95 

Thr Gin Ala lie 
110 

Val Asp Lys Lys 
125 

Asp Cys Met Lys 

Val Asp Asp Glu 
160 

Gly Ala Ala Met 
175 

Thr Gly Asp Tyr 
190 

lie Asp Lys Cys 
205 

Thr Thr He Arg 

Lys Val His Glu 
240 

Phe Ala Leu Gly 
255 

Trp Glu Arg Met 
270 

Thr Glu Lys Ala 
285 

Gin Lys lie Arg 

His lie Lys Ala 
320 

Val Val Phe Ala 
335 

lie Phe Arg Lys 
350 

Gly Tyr Cys Val 
365 

Arg Lys Leu Glu 

Val Glu Tyr Met 
400 

Gin Leu Val Gly 
415 

Glu Ala Lys Lys 
430 

Arg Val Asn Cys 
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gtcatcatgc ccggctactg cgtgcagggc 
1140 

cggaagctcg agatggaggg g.cggcaggtg 
1200 

tcattcagcg cacacgcgga cgccaagggc 
1260 

gagagcgtgc tgctggtgca tggcgaggcc 
1320 

gagcaggagc tccgggtcaa ctgctacatg 
1380 

acaagcccca gcatccccgt aggcatctcg 
1440 

gggctgctcc ctgaggccaa gaagcctcgg 
1500 

agcaacttcc ggctggtgtc ctcagagcaa 
1560 

cagctgcgct tcacctgccg cgtgcacctg 
1620 

ttgcgcgtct acagccacct caagagcgtc 
1680 

gacggctctg tgactgtgga gtccgtcctc 
1740 

ggcaccaagg tgctgctggt ctcctggacc 
1800 

acatctctgc tgaagaaggg cctcccccag 
1860 

ccgccacctc tgccctctcc cagctggaca 
1920 

tgccctgggt gaacagaccc tgcaggtccc 
1980 

gcctgcccag gcagctgttt gcagctgaag 
2040 

ttattcctgg ttagggcagg tggtcctaga 
2100 

actacttggt actctcttct tggtgtacat 
2160 

ctgggacaga gacgggcatc cagggtgctg 
2220 

caggcagcag tgctgtgggc cccaagcagc 
2280 

ttgggcctgg tgtggcctaa ctttggcttg 
2340 

tgtggcccct gcagggtgca ggaggcagca 
2400 

aataagccgt gggctggggc ta 
2422 

<210> 4266 

<211> 613 

<212> PRT 

<213> Homo sapiens 

<400> 4266 

Xaa Gly Gly Pro Arg Gly Ser Gly 



accgtcggcc 


acaagatcct 


cagcgggcag 


ctggaggtca 


agatgcaggt 


ggagtacatg 


atcatgcagc 


tggtgggcca 


ggcagagccg 


aagaagatgg 


agttcctgaa 


gcagaagatc 


ccggccaatg gcgagacggt 


gacgctgccc 


ctggggctgc 


tgaagcggga 


gatggcgcag 


ctcctgcacg 


gcaccctgat 


catgaaggac 


gccctcaaag 


agctgggtct 


ggctgagcac 


catgacacac 


gcaaggagca 


ggagacggca 


ctgaaggacc 


actgtgtgca 


gcacctcccg 


ctccaggccg 


ccgccccttc 


tgaggaccca 


taccaggacg 


aggagctggg 


gagcttcctc 


gcccccagct 


gaggccggca 


actcacccag 


gaccctgggc 


ctgcacttca 


ggactgtggg 


atccctgggg 


acagaggcct 


tgtgtcacct 


aaacaaactg 


gtctccaggc 


tgtcttgcc t 


cagcagtttc 


cagtaaaagc 


tgaacaaaag 


ggctgtgtcc 


tgcactgtgc 


cccatcccgc 


ggacccgggc 


agggaggcta 


ctgtggagac 


tgtgactgcc 


ctggcttgac 


cagcacaggg 


agtgtccagg gtcatccgtg 


gctcccgaac 


ccgaggttcc 


cgtacagcac 


tgacttgagg 



Ser Ala Ala Glu Thr Met Pro Glu 
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705 710 715 720 

Asn Tyr Gin Arg Met Tyr Tyr Val Phe He Gin Met Leu Ser Ser Gly 

725 730 735 

Pro Ala Trp Leu Ala He Val Leu Leu Val Thr He Ser Leu Leu Pro 

740 745 750 

Asp Val Leu Lys Lys Val Leu Cys Arg Gin Leu Trp Pro Thr Ala Thr 

755 760 765 

Glu Arg Val Gin Thr Lys Ser Gin Cys Leu Ser Val Glu Gin Ser Thr 

770 775 780 

He Phe Met Leu Ser Gin Thr Ser Ser Ser Leu Ser Phe 
785 790 795 

<210> 4265 

<211> 2422 

<212> DNA 

<213> Homo sapiens 

<400> 4265 

nnaggcgggc ctcgcgggtc cgggagcgcg gcggagacga tgcctgagat cagagtcacg 

60 ^ . ■ 

cccttggggg ccggccagga cgtgggccga agctgcatcc tggtctccat tgcgggcaag 
120 

aatgtcatgc tggactgtgg aatgcacatg ggcttcaatg acgaccgacg cttccctgac 
180 

ttctcctaca tcacccagaa cggccgccta acagacttcc tggactgtgt gatcattagc 
240 

cacttccacc tggaccactg cggggcactc ccctacttca gcgagatggt gggctacgac 
300 

ggccccatct acatgactca ccccacccag gccatctgcc ccatcttgct ggaggactac 
360 

cgcaagatcg ccgtagacaa gaagggcgag gccaacttct tcacctccca gatgatcaaa 
420 

gactgcatga agaaggtggt ggctgtccac ctccaccaga cggtccaggt agatgatgag 
480 ■ * 

ctggagatca aggcctacta tgcaggccac gtgctggggg cagccatgtt ccagattaaa 
540 

gtgggctcag agtctgtggt ctacacgggt gattataaca tgaccccaga ccgacactta 
600 

ggagctgcct ggattgacaa gtgccgcccc aacctgctca tcacagagtc cacgtacgcc 
660 

acgaccatcc gtgactccaa gcgctgccgg gagcgagact tcctgaagaa agtccacgag 
720 

accgtggagc gtggtgggaa ggtgctgata cctgtgttcg cgctgggccg cgcccaggag 
780 

ctctgcatcc tcctggagac cttctgggag cgcatgaacc tgaaggtgcc catctacttc 
840 

tccacggggc tgaccgagaa ggccaaccac tactacaagc tgttcatccc ctggaccaac 
900 

cagaagatcc gcaagacttt tgtgcagagg aacatgtttg agttcaagca catcaaggcc 
960 

ttcgaccggg cttttgctga caacccagga ccgatggttg tgtttgccac gccaggaatg 
1020 

ctgcacgctg ggcagtccct gcagatcttc cggaaatggg ccggaaacga aaagaacatg 
1080 
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275 280 285 

Lys Leu Leu Gin Ala Ala Lys Val Ala Leu Gin Asp Arg Glu Lys Lys 

290 295 300 

Leu Ala Glu Ala Tyr Glu Gin lie Glu Lys Asp Leu Thr Leu Leu Gly 
305 310 315 320 

Ala Thr Ala Val Glu Asp Arg Leu Gin Glu Lys Ala Ala Asp Thr He 

325 330 335 

Glu Ala Leu Gin Lys Ala Gly He Lys Val Trp Val Leu Thr Gly Asp 

340 345 350 

Lys Met Glu Thr Ala Ala Ala Thr Cys Tyr Ala Cys Lys Leu Phe Arg 

355 360 365 

Arg Asn Thr Gin Leu Leu Glu Leu Thr Thr Lys Arg He Glu Glu Gin 

370 375 380 

Ser Leu His Asp Val Leu Phe Glu Leu Ser Lys Thr Val Leu Arg His 
385 390 395 400 

Ser Gly Ser Leu Thr Arg Asp Asn Leu Ser Gly Leu Ser Ala Asp Met 

405 410 415 

Gin Asp Tyr Gly Leu He He Asp Gly Ala Ala Leu Ser Leu He Met 

420 425 430 

Lys Pro Arg Glu Asp Gly Ser Ser Gly Asn Tyr Arg Glu Leu Phe Leu 

435 440 445 

Glu He Cys Arg Ser Cys Ser Ala Val Leu Cys Cys Arg Met Ala Pro 
450 455 460 

- Leu Gin Lys Ala Gin He Val Lys Leu He Lys Phe Ser Lys Glu His 
465 470 475 480 

Pro He Thr Leu Ala He Gly Asp' Gly Ala Asn Asp Val Ser Met He 

485 490 495 

Leu Glu Ala His Val Gly He Gly Val He Gly Lys Glu Gly Arg Gin 

500 505 510 . 

Ala Ala Arg Asn Ser Asp Tyr Ala He Pro Lys Phe Lys His Leu Lys 

515 520 525 

Lys Met Leu Leu Val His Gly His Phe Tyr Tyr He Arg He Ser Glu 

530 535 540 

Leu Val Gin Tyr Phe Phe Tyr Lys Asn Val Cys Phe He Phe Pro Gin 
545 550 555 560 

Phe Leu Tyr Gin Phe Phe Cys Gly Phe Ser Gin Gin Thr Val His Asp 

565 570 575 

Thr Ala Tyr Leu Thr Leu Tyr Asn He Ser Phe Thr Ser Leu Pro He 

580 585 590 

Leu Leu Tyr Ser Leu Met Glu Gin His Val Gly He Asp Val Leu Lys 

595 600 605 

Arg Asp Pro Thr Leu Tyr Arg Asp Val Ala Lys Asn Ala Leu Leu Arg 

610 615 620 

Trp Arg Val Phe He Tyr Trp Thr Leu Leu Gly Leu Phe Asp Ala Leu 
625 630 635 . 640 

Val Phe Phe Phe Gly Ala Tyr Phe Val Phe Glu Asn Thr Thr Val Thr 

645 650 655 

Ser Asn Gly Gin He Phe Gly Asn Trp Thr Phe Gly Thr Leu Val Phe 

660 665 670 

Thr Val Met Val Phe Thr Val Thr Leu Lys Leu Ala Leu Asp Thr His 

675 680 685 

Tyr Trp Thr Trp He Asn His Phe Val He Trp Gly Ser Leu Leu Phe 

690 695 700 

Tyr Val Val Phe Ser Leu Leu Trp Gly Gly Val He Trp Pro Phe Leu 
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atcataaata ctggagttta tttttaaatt attaaacata gtaggtgcat taacataaat 
7440 

cagtctccac acagtaacat ttaactgata attcattaat cagctttgaa aaattaaatt 
7500 

gttaattaaa ccaatctaac atttcagtaa agtttatttt gtatgcttct gtttttaact 
7560 

tttatttctg tagataaact gactggataa tattatattg gacttttctc tagattatct 
7620 

aagcaggaga cctgaatctg cttgcaataa agaataaaag tctgcttcag tttctttata 
7680 

aagaaactca aaaaaaaaaa aaaaaaaaac 
7710 

<210> 4264 

<211> 797 

<212> PRT 

<213> Homo sapiens 



<400> 4264 



Gin Arg 


Asn 


Leu 


Phe 


Leu 


Lys 


Ala 


Phe 


Thr 


Asp 


Phe 


Leu 


Ala 


Phe 


Met 


1 








5 










10 










15 




val 


Leu 


Phe 


Asn 


Tyr 


He 


He 


Pro 


Val 


Ser 


Met 


Tyr 


Val 


Thr 


Val 


Glu 








20 










25 










30 






Met 


Gin 


Lys 


Phe 


Leu 


Gly 


Ser 


Tyr 


Phe 


He 


Thr 


Trp 


Asp 


Glu 


Asp 


Met 






35 










40 










45 








Phe 


Asp 


Glu 


Glu 


Thr 


Gly 


Glu 


Gly 


Pro 


Leu 


Val 


Asn 


Thr 


Ser 


Asp 


Leu 




50 










55 










6b 










Asn 


Glu 


Glu 


Leu 


Gly 


Gin 


Val 


Glu 


Tyr 


He 


Phe 


Thr 


Asp 


Lys 


Thr 


Gly 


65 










70 










75 










80 


Thr 


Leu 


Thr 


Glu 


Asn 


Asn 


Met 


Glu 


Phe 


Lys 


Glu 


Cys 


Cys 


He 


Glu 


Gly 










85 










90 










95. 




His 


Val 


Tyr 


Val 


Pro 


His 


val 


He 


Cys 


Asn 


Gly 


Gin 


Val 


Leu 


Pro 


Glu 








100 










105 










110 






Ser 


Ser 


Gly 


He 


Asp 


Met 


He 


Asp 


Ser 


Ser 


Pro 


Ser 


Val 


Asn 


Gly 


Arg 






115 










120 










125 








Glu 


Arg 


Glu 


Glu 


Leu 


Phe 


Phe 


Arg 


Ala 


Leu 


Cys 


Leu 


Cys 


His 


Thr 


Val 




130 










135 










140 










Gin 


Val 


Lys 


Asp 


Asp 


Asp 


Ser 


Val 


Asp 


Gly 


Pro 


Arg 


Lys 


Ser 


Pro 


Asp 


14 5 










150 










155 










160 


Gly Gly 


Lys 


Ser 


Cys 


val 


Tyr 


He 


Ser 


Ser 


Ser 


Pro 


Asp 


Glu 


Val 


Ala 










165 










170 










175 




Leu 


Val 


Glu 


Gly 


Val 


Gin 


Arg 


Leu 


Gly 


Phe 


Thr 


Tyr 


Leu 


Arg 


Leu 


Lys 








180 










185 










190 






Asp Asn 


Tyr 


Met 


Glu 


He 


Leu 


Asn 


Arg 


Glu 


Asn 


His 


He 


Glu 


Arg 


Phe 






195 










200 










205 








Glu 


Leu 


Leu 


Glu 


He 


Leu 


Ser 


Phe 


Asp 


Ser 


Val 


Arg 


Arg 


Arg 


Met 


Ser 




210 










215 










220 










Val 


He 


Val 


Lys 


Ser 


Ala 


Thr 


Gly 


Glu 


He 


Tyr 


Leu 


Phe 


Cys 


Lys 


Gly 


225 










230 










235 










240 


Ala 


Asp 


Ser 


Ser 


He 


Phe 


Pro 


Arg 


Val 


He 


Glu 


Gly 


Lys 


Val 


Asp 


Gin 










245 










250 










255 




lie 


Arg 


Ala 


Arg 


Val 


Glu 


Arg 


Asn 


Ala 


Val 


Glu 


Gly 


Leu 


Arg 


Thr 


Leu 








260 










265 










270 






Cys 


Val 


Ala 


Tyr 


Lys 


Arg 


Leu 


He 


Gin 


Glu 


Glu 


Tyr 


Glu 


Gly 


He 


Cys 
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acacacatgc atgtacaggt aagcacacat gtacaagctc ctacaggctt gctctcacac 
5820 

acgtgtatgc acagcagaga gacgtatgag cttctactgc acacatgcac acacacacgc 
5880 

acacgtacat tcactacaca cgtgcagcct cctgcacacg tgcacattca tgtgtacacc 
5940 

acaaatgagt tcccagacgt gtaaacacac gtgcacacat cgtacacatg tgagctccca 
6000 

cacgtacaca cagatgcaca tggacacacc ccaaacacgc acaggctcct acacacatgc 
6060 

acacacgtgt acaccacaaa cgagctccca gacatgtaaa cacatgtctc ccacacgtga 
6120 

gctcccacac atgtacacat gcacatgtac gcaccacaaa cacatgcgca ggctcctgca 
6180 

ggcgtgaata cacacatgca cacacatata cacacacgtg ccacaaacaa gtgcacactg 
6240 

tcctggtgtc ctgcactgca tcctgcctcc ttgctgaggg gcccctgtga gaggcctctg 
6300 

gatgggcatg ggaagatggg ctccctggcc cccagcccat gcctccctgg gatgaagagt 
6360 

ccccctcctg gcagaatgtc tgggctttgc agagcaggcc ccgggggtga agtcgcagct 
6420 

tcacttacac cagctgctct gtgagcaagg cttggtgccc tggacaaggc ccttcccctt 
6480 

tagggaggtc cagcctcgca agctgaaacc tcccctcggc tcagccctat accaggcggc 
6540 

cacagcagga ctggccacac ccacgccgca cctcatccgt gcacgcgtcg gagcacggcc 
6600 

agccttccgc cacgagccag ctgggaaggg ccgcggccgc ctaaagcccc agtcaaccca 
6660 

gcctgtgtct gagcagacag ggcgaacaag caggccacac cgtctcgagg gaggaggcca 
6720 

gatgcggcca gcgtctccaa cagggtgacc atccgctcgg cttgctgagc gtttaaacaa 
6780 

atgtttagac aggctgtggg gactcccctg agttgagcct tggccagggg tccggtgctg 
6840 

tcgcgggaaa cctccagcct tgttcttcaa accactcagc tcatgtgttt tgcactgact 
6900 

agtactgaat aatacaacca ctcttattta atgttagtat tatttatttg acaactcagt 
6960 

gtctaacagc ttgatatgca ggtccttgca tcctacattt ctttaggaag ttacccattt 
. 7020 

gtaactttaa aaacaggaaa aatatcagtt ggcaaatgca atcttttttt tttttaagct 
7080 

aaaggtgggt gaactggaat gaaaatcttt ctgatgttgt gtctataagc agccttgatg 
7140 

ggatatgtta gaagtgtcat gaaagtgtga ttctactttt gcagaaaaat ctaaagatca 
7200 

atttatatag ctttatttct tactttatca aagtatacag aattttaata tgcatatatt 
7260 

gtgtctgact taaaattata atgtctgcgt caccatttaa aatgtctgtt cattatgtaa 
7320 

tgtaataaaa gaaggtcttc aaaaatgtat ttaacatgaa tggtatccat agttgtcatc 
7380 
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tggttgggat aaaataaggt gacaaacatc 
4200 

cttgagcaga cagaacgggg aagactccac 
4260 

ccagggccac cctgccctga ggtccttgtg 
4320 

gctgcccccg caaacaatgg tgtgtgcgtt 
4380 

gcataaatgt aacacctgta gcgggggcag 
4440 

tgtaatgtat ttttttagaa atcttaaaat 
4500 

tttatatctc ttttattcat ttatttaaca 
4560 

agctttcatt tttaagttta tgaaattttg 
4620 

tttgactgaa tgttccaatc tctgatgaat 
4680 

cacacacctc ttcttttctt ggtatttctg 
4740 

aggcacgata atttgctaca ctttttcttt 
4800 

tgtttcattg ttaattgcca tccttcagcc 
4860 

tagtaagttg ggtcccagct ctgcctgtgt 
4920 

agttttagtg tgaaagtcac taaactttta 
4980 

ttgggaaatt attaaatgaa tgtgcctgat 
5040 

aaaagaaaag gatgagaaga tcctcagtga 
5100 

cacctcgcag tagttagtat ttacttgcct 
5160 

tttgagcact ttgttgagtt ttgaaaaatc 
5220 

tcaatttgta attcagcatg ttggtcagag 
52B0 

ccacagaccg tctcagacac gcacagtggg 
5340 

cacagaccgt ctcagacacg cacagtgggc 
5400 

acagaccgtc tcagacacgc acagtgggcc 
5460 

ccacgctcac tcatagccat gtccacatgg 
5520 

acatgtaccc accacaaacg tgcaagctcc 
5580 

caagtgtgag ctcctacacg catacacaca 
5640 

acctacagac atgcagaaca tgcacgtgta 
5700 

ctacacaata catatgcaca tatcatgaac 
5760 



acaccaaaga tgagggtagc gagcaactgg 
tctgtcccga ggggccagcc gcaggcgtcc 
tggccgccct ggcttggcag ccctgcccac 
tttacagccc tttttaggaa cccaatatgg 
attctctgta tgttcagtta acaaattatt 
tgcctttgca ctgaagtatt ttcatagctg 
tactgtctaa ttttaaaaat aggtttttaa 
gccactttac atttagattc tggtgagagt 
gcgaattttc agatttgatt ttattctcta 
gtggcagtga ttagttgaac agcacattta 
acaatttgtt gcaatttcat ctgctttcta 
ttaaaaatag aagattctca cgtgaaggtt 
ggagatagtc accatgtacc tctgacaaca 
cacactccca aacgtctttt taaaaattgc 
gatttgaaat agacaagggg cacgagataa 
atgacgttgc agggtcttca tgcaattttc 
taaactaact ttgaagcaag taatgtcaac 
ttatttgttg ctgcacaggt taataaatta 
acacggtcac tgattcacac ccagtccctg 
cctgctgcat gattcacacc cagtccctgc 
ctgctgcatg attcacaccc agtccctgcc 
tgctgcatgc gtgttacctg gcttttggct 
gggcttgcac acaggatcac tcacatatgt 
tgcacacatg catgcacaca aacgtgtaca 
cacacgtgta catgcaccaa agcatgtgtg 
cacataccac agacacgcgt gtgcatgctc 
agcataagtt cctacacacg gacgtgtgat 
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ggttcccatc accactgcag 
2580 

atgctcgtgt gatggatggt 
2640 

cccagcaggc aaggaggggg 
2700 

ggacccagca ctgtggttgt 
2760 

ggagggacat tctgctggcc 
2820 

tgtgtcttca cccacctgcc 
2880 

agggacccat ggtggcccac 
2940 

accacccatg ccctccatag 
3000 

ccctccaatc cggatgctgt 
3060 

tgcaccgccg taccctgctc 
3120 

tgccctgtgt gttggggctg 
3180 

aaggcagtgc cacgtgggag 
3240 

tgccaggatg tccatcagcc 
3300 

gaatgttgat ttcgcgggtg 
3360 

atcctctgtc cccgtggagg 
3420 

cgggctgacg ggggtggcac 
3480 

cgcccgcctc ccgcactgca 
3540 

ccatccccac gtcccctcat 
3600 

gtcctcatgt ccccttgtcc 
3660 

cctctcgtcc ccttgtcccg 
3720 

tccttcgtct taggatctgt 
3780 

gtgataggaa gtccctgttg 
3840 

acatagcctt aatggtcctt 
3900 

gaaactgctg cctttcagga 
3960 

cgccccgcgc cacgctgtgg 
4020 

ggtgctcgac agtaggtatt 
4080 

tacctataaa atatttattt 
4140 



ttccatccca agtcacagct 
cctaagcctg tggagactgt 
gtcacaggcc ttgccctcga 
tgagccacac cagtggcctc 
caccctgcgc gctgtcatgc 
gtcattggcc tttgctgtca 
atgtggatgc cacatgctgc 
ggtgaggtgg agccatggtg 
gggaagggcc gggtcactcg 
atctgggagt ggtttccctg 
gctgagtttc ggtctcccca 
gacaaggcca cgccggcagc 
actcgccagg gcacggagcc 
cgagggccgg gagacagata 
ggtcaacacc aaggtggtgt 
acaggacacg ggtggatccc 
gctccgcccg ccgggctctg 
cccgtcacct cgtccccaca 
tgtcacctcg tccccacgtc 
tccccacata ccctcgtccc 
ccagcgctgc tctgggtggg 
ttctccgtac tggcatttct 
aaagaagaca tttcagtgtg 
aagcaccacc aacgctggag 
aacggggctc cggcaagtga 
tttggaagct cagatttcac 
gaagtagagg gtaaatcagc 



gccctaggtc ccgtgtggga 
gcacgtgcct cttcctggcc 
gcatggcacc ctggccgcct 
tgggcattcg gctcaacgca 
agaggccatt cctccaggcc 
ctgggagaga agagccgtcc 
tgtttcctgc ttgcccggcc 
gtgcgtcctt tactcaacaa 
gataccatca tccctgcgga 
cggttacgtc caagcccgcc 
tcaccggccg cctcgtggag 
ttccagccct gccgcagaag 
gtcagtccac tgttacggga 
cttggctgtg atgagcagac 
tcgtgcacca gaacctgtct 
aacaggcagc accgcacctc 
cgtctccacg tcccctcgtc 
tccccttgcc ccgtcacctc 
ccctcgtctc atccccacgt 
catgtcccca cgcagggctc 
ttagcaaccc cagggctgct 
atttctagaa ataatatttg 
agattcagac ttcagacgct 
gaggagccgg ccctcacgcc 
aacccagagg gtgtttccga 
catttgattg tataatcttt 
ggtaagaaca gtgaacacag 
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cgagagaaaa agttagcaga agcctatgag 
960 

gctacagctg ttgaggaccg gctgcaggag 
1020 

aaggccggga tcaaagtctg ggttctcacg 
1080 

tgctacgcct gcaagctctt ccgcaggaac 
1140 

atcgaggagc agagcctgca cgacgtcctg 
1200 

agcgggagcc tgaccagaga caacctctcc 
1260 

ttaattatcg acggagctgc actgtctctg 
1320 

ggcaactaca gggagctctt cctggaaatc 
1380 

cgcatggcgc ccttgcagaa ggctcagatt 
1440 

ccaatcacgt tagcaattgg cgatggtgca 
1500 

gtgggcatag gtgtcatcgg caaggaaggc 
1560 

atcccaaagt ttaagcattt gaagaagatg 
1620 

aggatctctg agctcgtgca gtacttcttc 
1680 

tttttatacc agttcttctg tgggttttca 
1740 

accctctaca acatcagctt cacctccctc 
1800 

catgttggca ttgacgtgct caagagagac 
1860 

gccctgctgc gctggcgcgt gttcatctac 
1920 

gtgttcttct ttggtgctta tttcgtgttt 
1980 

atatttggaa actggacgtt tggaacgctg 
2040 

ctaaagcttg cattggacac acactactgg 
2100 

tcgctgctgt tctacgttgt cttttcactt 
2160 

aactaccaga ggatgtacta cgtgttcatc 
2220 

gccatcgtgc tgctggtgac catcagcctc 
2280 

cggcagctgt ggccaacagc aacagagaga 
2340 

gagcagtcaa ccatctttat gctttctcag 
2400 

aagagcccag gctaccagag cacctgtccc 
2460 

caggtgacac tcgcggcctg gaaggagaag 
2520 



caaatagaga aagatcttac tctgcttggt 
aaagctgcag acaccatcga ggccctgcag 
ggagacaaga tggagacggc cgcggccacg 
acgcagctgc tggagctgac caccaagagg 
ttcgagctga gcaagacggt cctgcgccac 
ggactttcag cagatatgca ggactiacggt 
ataatgaagc ctcgagaaga cgggagttcc 
tgccggagct gcagcgcggt gctctgctgc 
gttaaattaa tcaaattttc aaaagagcac 
aatgatgtca gcatgattct ggaagcgcac 
cgccaggctg ccaggaacag cgactatgca 
ctgcttgttc acgggcattt ttattacatt 
tataagaacg tctgcttcat cttccctcag 
caacagactg tgcacgacac cgcgtatctg 
cccatcctcc tgtacagcct catggagcag 
ccgaccctgt acagggacgt cgccaagaat 
tggacgctcc tgggactgtt tgacgcactg 
gaaaatacaa ctgtgacaag caacgggcag 
gtattcaccg tgatggtgtt cacagttaca 
acttggatca accattttgt catctggggg 
ctctggggag gagtgatctg gccgttcctc 
cagatgctgt ccagcgggcc cgcctggctg 
cttcccgacg tcctcaagaa agtcctgtgc 
gtccagacta agagccagtg cctttctgtc 
acttccagca gcctgagttt ctgatggaac 
tcggccgcct ggtacagctc ccactctcag 
gtgtccacgg agcccccacc catcctcggc 
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20 25 30 

Gly Ala Phe Leu lie Asp Arg Ser Pro Glu Tyr Phe Glu Pro lie Leu 

35 40 45 

Asn Tyr Leu Arg His Gly Gin Leu lie 'Val Asn Asp Gly lie Asn Leu 

50 55 60 

Leu Gly Val Leu Glu Glu Ala Arg Phe Phe Gly He Asp Ser Leu He 
65 70 75 80 

Glu His Leu Glu Val Ala He Lys Asn Ser Gin Pro Pro Glu Asp His 

85 90 95 

Ser Pro He Ser Arg Lys Glu Phe Val Arg Phe Leu Leu Ala Thr Pro 

100 105 110 

Thr Lys Ser Glu Leu Arg Cys Gin Gly Leu Asn Phe Ser Gly Ala Asp 

115 120 125 

Leu Ser Arg Leu Asp Leu Arg Tyr He Asn Phe Lys Met Ala Asn Leu 

130 135 140 

Ser Arg Cys Asn Leu Ala His Ala Asn Leu Cys Cys 
145 150 155 

<210> 4263 

<211> 7710 

<212> DNA 

<213> Homo sapiens 

<400> 4263 

cagaggaatc tgttcctcaa ggcattcacg gacttcctgg ccttcatggt cctctttaac 
60 

tacatcatcc ctgtgtccat gtacgtcacg gtcgagatgc agaagttcct cggctcttac 
120 

ttcatcacct gggacgaaga catgtttgac gaggagactg gcgaggggcc tctggtgaac 
180 

acgtcggacc tcaatgaaga gctgggacag gtggagtaca tcttcacaga caagaccggc 
240 

accctcacgg aaaacaacat ggagttcaag gagtgctgca tcgaaggcca tgtctacgtg 
300 

ccccacgtca tctgcaacgg gcaggtcctc ccagagtcgt caggaatcga catgattgac 
360 

tcgtccccca gcgtcaacgg gagggagcgc gaggagctgt ttttccgggc cctctgtctc 
420 

tgccacaccg tccaggtgaa agacgatgac agcgtagacg gccccaggaa atcgccggac 
480 

ggggggaaat cctgtgtgta catctcatcc tcgcccgacg aggtggcgct ggtcgaaggt 
540 

gtccagagac ttggctttac ctacctaagg ctgaaggaca attacatgga gatattaaac 
600 

agggagaacc acatcgaaag gtttgaattg ctggaaattt tgagttttga ctcagtcaga 
660 

aggagaatga gtgtaattgt aaaatctgct acaggagaaa tttatctgtt ttgcaaagga 
720 

gcagattctt cgatattccc ccgagtgata gaaggcaaag ttgaccagat ccgagccaga 
780 

gtggagcgta acgcagtgga ggggctccga actttgtgtg ttgcttataa aaggctgatc 
840 

caagaagaat atgaaggcat ttgtaagctg ctgcaggctg ccaaagtggc ccttcaagat 
900 
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<400> 4260 
























Ser Ala 


Thr 


Gly 


Pro Gly Val Pro 


Met 


Cys 


Gin 


Val 


Gly 


Glu 


Asp 


Tyr 


1 






5 






10 










15 




Gly Glu 


Pro 


Ala 


Pro 


Glu Glu Pro 


Pro 


Pro 


Ala 


Pro 


Arg 


Pro 


Ser 


Arg 




20 






25 










30 






Glu Gin 


Lys 


Cys 


Val 


Lys Cys Lys 


Glu 


Ala 


Gin 


Pro 


Val 


Val 


Val 


He 




35 






40 










45 








Arg Ala 


Gly 


Asp 


Ala 


Phe Cys Arg 


Asp 


Cys 


Phe 


Lys 


Ala 


Phe 


Tyr 


Val 


50 








55 








60 










His Lys 


Phe 


Arg 


Ala 


Met Leu Gly 


Lys 


Asn 


Arg 


Leu 


He 


Phe 


Pro 


Gly 


65 








70 






75 










80 


Glu Lys 


Val 


Leu 


Leu 


Ala Trp Ser 


Gly 


Gly 


Pro 


Ser 


Ser 


Ser 


Ser 


Met 








85 




90 










95 




Val Trp 


Gin 


Val 


Leu 


Glu Gly Leu 


Ser 


Gin 


Asp 


Ser 


Ala 


Lys 


Arg 


Leu 






100 






105 










HO 






Arg Phe 


Val 


Ala 


Gly val lie Phe 


Val 


Asp 


Glu Gly 


Ala 










115 






120 










125 









<210> 4261 

<211> 592 

<212> DNA 

c213> Homo sapiens 

<400> 4261 

acgcgttact cctaccaggt tgtagcatgc atctttttga gagagcagct gggatcgagt 
60 

atactcttga cttaaatatg tttgtttata aagacaaatg gagaaatcaa tttttttccc 
120 

tgaattctta ggagcacttt agtgaataaa gaacctgaca gtatgctggc ccacatgttt 
180 

aaggacaaag gtgtctgggg aaataagcaa gatcatagag gagctttctt aattgaccga 
240 

agtcctgagt acttcgaacc cattttgaac tacttgcgtc atggacagct cattgtaaat 
300 

gatggcatta atttattggg tgtgttagaa gaagcaagat tttttggtat tgactcattg 
360 

attgaacacc tagaagtggc aataaagaat tctcaaccac cggaggatca ttcaccaata 
420 

tcccgaaagg aatttgtccg atttttgcta gcaactccaa ccaagtcaga actgcgatgc 
480 

cagggtttga acttcagtgg tgctgatctt tctcgtttgg accttcgata cattaacttc 
540 

aaaatggcca atttaagccg ctgtaatctt gcacatgcaa atctttgctg tg 
592 

<210> 4262 

<21X> 156 

<212> PRT 

<213> Homo sapiens 

<400> 4262 

He Leu Arg Ser Thr Leu Val Asn Lys Glu Pro Asp Ser Met Leu Ala 

1 5 10 15 

His Met Phe Lys Asp Lys Gly Val Trp Gly Asn Lys Gin Asp His Arg 
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100 105 110 



Lys 


Leu 


Pro 


Arg 


His 


Lys 


Lys 


Leu 


Glu 


Arg 


Leu 


Cys 


Leu 


1 Hi 


Leu 


ox y 






115 










12 0 


















He 


Pro 


Gin 


Ala 


Thr 


Asp 


Pro 


Asp 


Lys 


Thr 


Tyr 


Glu 


Leu 


Thr 


1 ill 


Asp 




130 










135 










140 










Asn 


Met 


Leu 


Lys 


He 


Leu 


Ala 


He 


Glu 


Met 


Arg 


Phe 


Arg 


Cys 


uiy 


x xe 


145 










150 










155 










160 


Pro 


Val 


He 


He 


Met 


Gly 


Glu 


Thr 


Gly 


Cys 


Gly Lys 


Thr 


Arg 


Leu 


11c 










165 










1 7U 














Lys 


Phe 


Leu 


Ser 


Asp 


Leu 


Arg 


Arg 


Gly 


Gly 


Thr 


Asn 


Ala 


Asp., 


l nr 


x xe 








180 










IOC 

lob 










X -7 U 






Lys 


Leu 


Val 


Lys 


Val 


His 


Gly 


Gly 


Thr 


Thr 


Ala 


Asp 


Met 


lie 


Tyr 


Cor 

del 






195 




















205 








Arg 


Val 


Arg 


Glu 


Ala 


Glu 


Asn 


Val 


Ala 


Phe 


Ala 


Asn 


Lys 


Asp 


Gin 


His 




210 










215 










220 










Gin 


Leu 


Asp 


Thr 


lie 


Leu 


Phe 


Phe 


Asp 


Glu 


Ala 


Asn 


Thr 


Thr 


Glu 


Ala 


225 










230. 










235 










240 


He 


Ser 


Cys 


He 


Lys 


Glu 


Val 


Leu 


Cys 


Asp 


His 


Met 


Val 


Asp 


Gly 


Gin 










245 










250 










255 




Pro 


Leu 


Ala 


Glu 


Asp 


Ser 


Gly 


Leu 


His 


He 


He 


Ala 


Ala 


Cys 


Asn 


Pro 








260 










265 










270 






Tyr 


Pro 


Glu 


Asa 


Ser 


Glu 


Glu 


Met 


He 


Cys 


Arg 


Leu 


Glu 


Ser 


Ala 


Gly 




275 










280 










285 








Leu Gly 


Tyr 


Arg 


Val 


Ser 


Met 


Glu 


Glu 


'Thr 


Ala 


Asp 


Arg 


Leu 


Gly 


Ser 




290 










295 










300 










He 


Pro 


Leu 


Gly Tyr 


Thr 


Cys 


Thr 


Gin 


Arg 















305 310 

<210> 4259 

<211> 377 

<212> DNA 

<213> Homo sapiens 

<400> 4259 

tetgegaegg gacccggcgt gcccatgtgt caggtgggcg aggactaegg ggagccggcg 
60 

cctgaggagc cgcccccggc gccgcggccc ageegtgage agaagtgtgt gaagtgcaag 
120 

gaagegcage ccgttgtggt gatacgagee ggagatgect tetgeaggga ctgtttcaag 
180 

gccttctacg tccacaagtt cagagecatg ctgggcaaga accggctcat ctttccaggc 
240 

gagaaggtgc tcttggcgtg gtctgggggg ccttcgtcca gctccatggt ctggcaggtt 
300 

ettgagggee tgagecaaga ttctgccaaa agactgeget ttgtggcagg agtcatcttt 
360 

gttgacgagg gagcagc 
377 

<210> 4260 

<211> 125 

<212> PRT 

<213> Homo sapiens 
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ggggttaggg aagaagatct agcgcccttc tccctccgga agaggtggga gtcggagcct 
600 . - 

cacccatacg ttttcttcaa tgacgaccac acaaccatga cattcatcgg cttccatctg 
660 

cagcccaaca tcaacggcag tgtcgatgcc atcagtcact tgactgggaa ggtcatcaag 
720 

agagacgtca tgaccaggga cctgtaccag ggcctgctgc tccagagggt gcccttcaat 
780 

gtcgactttg ataaactgcc cagacacaag aaacttgaga ggctctgcct gaccttaggg 
840 

atcccccagg ccaccgaccc cgacaaaacg tatgagctca caaccgacaa tatgcttaaa 
900 

atccttgcca tcgagatgcg gttccggtgt gggatccccg ttatcatcat gggagaaact 
960 

ggctgtggga aaaccaggct tattaaattc cttagcgacc tgcggcgtgg tggtaccaat 
1020 

gctgacacca taaagctggt caaggtgcac ggaggaacaa ctgcagacat gatctactcc 
1080 

agagtcaggg aggctgaaaa tgtggccttc gccaataagg accaacatca gttggacacc 
1140 

atcttgtttt ttgatgaagc caacacaacg gaagctataa gctgtatcaa agaagtcctg 
1200 

tgtgatcata tggtggatgg ccagcctctg gctgaggact ctggcctgca tattatagct 
1260 

gcctgcaatc catacccgga gaactctgag gagatgatct gccgtttgga gtcagctggt 
1320 

ttgggctaca gggttagtat ggaggagacg gccgacaggc tgggctccat tcctctgggg 
1380 

tacacgtgta cgcagcgctg aagagctcct cgacggcact gacgtcctcc tttccaggat 
1440 

ttcaacgata tacaaatggc aggggttccg aagccacatt ttcccattta tatccattaa 
1500 

gtattgtaaa -atgaggagct tgaaaagaaa cacccgaatt c 
1541 

<210> 4258 
. <211> 314 
<212> PRT 
<213> Homo sapiens 

<400> 4258 

Met lie Phe Met Ala Arg Asp Phe Ala Thr Pro Ser Leu His Thr Ser 

1 5 10 15 

Asp Gin Ser Pro Gly Lys His Met Val Thr Met Asp Gly Val Arg Glu 

20 25 30 

Glu Asp Leu Ala Pro Phe Ser Leu Arg Lys Arg Trp Glu Ser Glu Pro 

35 40 45 

His Pro Tyr Val Phe Phe Asn Asp Asp His Thr Thr Met Thr Phe lie 

50 55 60 

Gly Phe His Leu Gin Pro Asn lie Asn Gly Ser Val Asp Ala lie Ser 
65 70 75 80 

His Leu Thr Gly Lys Val lie Lys Arg Asp Val Met Thr Arg Asp Leu 

85 90 95 

Tyr Gin Gly Leu Leu Leu Gin Arg Val Pro Phe Asn Val Asp Phe Asp 



3455 



WO 00/58473 PCT/US00/08621 



145 










150 










155 










160 


His 


lie 


Thr 


His 


Lys 


Glu 


Pro 


Leu 


Val 


Ala 


Asn 


Asp 


He 


Leu 


Asn 


His 










165 










170 










175 




Pro 


Asn 


Phe 


Val 


Lys 


Lys 


Asn 


Leu 


Cys 


Asn 


Ser 


Phe 


Ser 


Asp 


Arg 


Thr 








180 










185 










190 






Val 


Gin 


Arg 


Phe 


Tyr Lys 


Phe 


Asn 


Thr 


Ser 


Leu 


Ala Gly 


Asp 


Leu 


Thr 






195 










200 










205 








Asn 


Leu 


Val 


His 


Gly Ser 


His 


Cys 


Ser 


Lys Tyr 


Arg 


Leu 


Ala 


Arg 


He 




210 










215 










220 










Pro Gly Thr Asn 


Ala 


Phe 


Val 


Gly 


He 


Val 


Asn 


Glu 


Thr 


Cys 


Asp 


Ser 


225 










230 










235 










240 


Leu 


Ala 


Phe 


Cys 


Ala 


Cys 


Ser 


Met 


Val 


Asp 


Arg 


Leu 


Cys 


Leu 


Asn 


Cys 










245 










250 










255 




His 


Arg 


Met 


Glu 


Gin 


Asn 


Glu 


Cys 


Glu Cys 


Pro 


Cys 


Glu 


Cys 


Pro 


Leu 








260 










265 










270 






Glu 


val 


Asn Glu 


Cys 


Thr 


Gly 


Asn 


Leu 


Thr 


Asn 


Ala 


Glu 


Asn 


Arg 


Asn 






275 










280 










285 








Pro 


Ser 


Cys 


Glu 


Val 


His 


Gin 


Glu 


Pro 


Val 


Thr 


Tyr 


Thr 


Ala 


He 


Asp 




290 










295 










300 










Pro Gly Leu Gin 


Asp 


Ala 


Leu 


His 


Gin 


Cys 


Val 


Asn- 


Ser 


Arg 


Cys 


Ser 


305 










310 










315 










320 


Gin Arg 


Leu 


Glu 


Ser 


Gly 


Asp 


Cys 


Phe 


Gly. Val 


Leu 


Asp 


Cys 


Glu 


Trp 










325 










330 










335 




Cys 


Met 


Val 


Asp 


Ser 


Asp 


Gly 


Lys 


Thr 


His 


Leu 


Asp Lys 


Pro 


Tyr 


Cys 








340 










345 










350 






Ala 


Pro 


Gin 


Lys 


Glu 


Cys 


Phe 


Gly Gly 


He 


Val 


Gly Ala 


Lys 


Ser 


Pro 






355 










360 










365 








Tyr 


Val 


Asp 


Asp 


Met 


Gly 


Ala 


He 


Gly Asp Glu 


Val 


He 


Thr 


Leu 


Lys 




370 










375 










380 











<210> 4257 
<211> 1541 
<212> -DNA 

<213> Homo sapiens 
<400> 4257 

agacgtcagt gccgtcgagg agctcttcag cgctgcgtac acgtgtaccc cagttcagtt 
60 

ttcttgacat cttcccaaaa gtcacctgca ggcctcccaa agaggtgata gacatggagc 
120 

tgagtgccct gaggagtgac acagagcctg ggatggatct ttgggagttc tgcagcgaaa 
180 

ctttccaaag accttaccag tatttaagac gattcaatcc aaacccagac cttaacccgg 
240 

ttcaagattc agaaaggttt tgccgaaggc cccccggagg aatgcctcca gcatttcctg 
300 

tttcactggg gggtaataaa cccatcctgg ccaaacctcc ggaactttgc tcggttcctg 
360 

aattatcagc tcagagattg tgaggcctct ctcttctgca atccgagttt tattggcgac 
420 

acactgaggg gcttcaagaa gttcgtggtg accttcatga tctttatggc aagagatttt 
480 

gccacaccat cactccacac ctctgaccaa agcccgggga agcacatggt caccatggat 
540 
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cagccacgaa gacagaggca tcatcagcaa cactcggttt atagctgcgg tcatcgaacg 
1440 

acatgcacac agtccagaaa gaaggcgccg ctactggggt cgatcaggaa cagaaagtga 
1500 

tcatggttac agcaccatga gcccacagga ggacagtgaa aatcctccat gcaacaatga 
1560 

ccccttgtca gccggggtcg atgtgggaaa ccatgatgag gacttagacc tggatacccc 
1620 

ccctcagact gctgccctac taagtcacaa gttccaccac taccggtcac accaccctac 
1680 

acttcatcat agccaccact tacaggcggc cgtcacggta cacactgtcg atgcagaatg 
1740 

ctaacaatct cctcacctcc acgccaagat gagatctggg agctacagaa tgttctggaa 
1800 

agaaaaagaa ccggcttaaa acccacagca agagacctcc cttgtgtttg tgctttgtgc 
1860 

agagttgttt gagtcatttc ctgcctgtcg acatggttaa aaacgagaga aacaacaaca 
1920 

cagtcacatt tgtgaagatg tgaggctggt tctgaaatgg aggggaaata agcctgatga 
1980 

acagacctgc cataacacta atggaaggta acagaaggcg aacctccaaa cacagagacg 
2040 

gaacctgcaa gtgaagctga gccagaggaa tgttccaaag agccagaagc attcagctct 
2100 

ccttaactgg aagagagaaa aatctgctca cccagagact ggaatgtggc acatgcagat- 
2160 

acaaatgtgt gcattgaaga tttcgctttg tttcttagcg gtacc 
2205 

<210> 4256 

<211> 384 

<212> PRT 

<213> Homo sapiens 

<400> 4256 

Met Ala Thr Ser His Val Thr Asp Glu Trp Met Thr .Gin Met Glu Met 

1 5 10 15 

Ser Ser Leu Asn Thr Tyr lie Val Arg Arg Cys lie Ala Thr Pro Asn 

* 20 25 30 

Gly Val Leu Arg lie Tyr Ser Gly Ser Leu Met Gly Gin Ala Leu Asp 

35 40 45 

Pro Thr Arg Lys Gin Trp Tyr Leu His Ala Val Ala Asn Pro Gly Leu 

50 55 ' 60 

lie Ser Leu Thr Gly Pro Tyr Leu Asp Val Gly Gly Ala Gly Tyr Val 
65 70 75 80 

Val Thr He Ser His Thr lie His Ser Ser Ser Thr Gin Leu Ser Ser 

85 90 95 

Gly His Thr Val Ala Val Met Gly He Asp Phe Thr Leu Arg Tyr Phe 

100 105 110 

Tyr Lys Val Leu Met Asp Leu Leu Pro Val Cys Asn Gin Asp Gly Gly 

115 120 125 

Asn Lys He Arg Cys Phe He Met Glu Asp Arg Gly Tyr Leu Val Ala 

130 135 140 

His Pro Thr Leu lie Asp Pro Lys Gly His Ala Pro Val Glu Gin Gin 
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<210> 4255 
<211> 2205 
<212> DNA 

<213> Homo sapiens 
<400> 4255 

cccgggcctc aaattctctg tcagaaatga agtaatggct accagccacg tcacagatga 
60 

atggatgaca caaatggaaa tgagtagcct gaacacttac attgtccgcc gttgcatagc 
120 

aacacccaat ggcgtcctca gaatttattc tgggtccctc atgggacaag cattggatcc 
180 

cactaggaaa caatggtatc tccatgcagt agctaatcca gggttgattt ctttgactgg 
240 

tccttactta gatgttggag gagctggtta tgttgtgaca atcagtcaca caattcattc 
300 

atccagtaca cagctgtctt ctgggcacac tgtggctgtg atgggcattg acttcacact 
360 

cagatacttc tacaaagttc tgatggacct attacctgtc tgtaaccaag atggtggcaa 
420 

caaaataagg tgcttcataa tggaggacag gggttatctg gtggcgcacc cgactctcat 
480 

cgaccccaaa ggacatgcac ctgtggagca gcagcacatc. acccacaagg agcccctggt 
540 

agcaaatgat atcctcaacc accccaactt tgtaaagaaa aacctgtgca acagcttcag 
600 

tgacagaacg gtccagaggt tttataaatt caacaccagc cttgcggggg atttgacgaa 
660 

ccttgtgcat ggcagccact gttccaaata cagattagca aggatcccag gaaccaacgc 
720 

gtttgttggc attgtcaacg aaacctgcga ctctcttgcc ttctgtgcct gcagcatggt 
780 

ggaccgactc tgtctcaact gtcaccgaat ggaacaaaat gaatgtgaat gtccttgtga 
840 

gtgccctcta gaggtcaatg agtgcactgg caacctcacc aatgcagaga accgaaaccc 
900 

cagctgcgag gtccaccagg agccggtgac atacacagct attgaccctg gcctgcaaga 
960 

tgctcttcac cagtgtgtca acagcaggtg cagtcagagg ctggaaagtg gggactgttt 
1020 

tggggtgctg gattgtgaat ggtgcatggt ggacagtgat ggaaagactc acctggacaa 
1080 

accctactgt gccccccaga aagaatgctt cggggggatt gtgggagcca aaagtcccta 
1140 

cgttgatgac atgggagcaa taggtgatga ggtgatcaca ttaaaatgat taaaagcgcc 
1200 

cctgtgggtc ttgtggctgg agggatcatg ggatgcatca atggttttgg tcctggcggt 
1260 

gtatgcctac cgccaccaga ttcatcgccg gagccatcag catatgtctc ctcttgctgc 
1320 

ccaagaaatg tcagtgcgta tgtccaacct ggagaatgac agagatgaaa gggacgacga 
1380 
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gcaggtctgc agggagccac agagcgcagc ggccggccca gcgttcaagc ccaagcacag 
420 

gcctgcgaga accttgttcc agccaccgtt tgggatggtt gattaggact tgttgcagtg 
480 

gcggtagctc accaatccag tgcgtgcacc cgctccttta ttaggctata gagccagtgg 
540 

ctcccacagg gacctgatac aacagtgcgt taaataagga gcatattgag ctctcatgtc 
600 

gtaagccagt ggagaagtcc agggctagtg tgggggctcc ggcgggggct gtggccccca 
660 

tccgcatgga gcctccccat ggttcacagg tctcagtctt cggagccttc ggccctgcga 
720 

gcccgaacgg tccacagggc ggcgccagae cctctttcga acgccatcct ctaaagcggc 
780 

tggaacaagg ttcttgcagg cctgtgcttg ggcttgaacg ctgggccggg ccgctgcgct 
840 

ctgtggctcc ctgtaggcct gcggatcggc cagggggctc cgttcctttt gggcggaggc 
900 

tgaagaagca gcggctgcac cagagaaggc cctctgggtg aaggtgggag cgcacggggc 
960 

ccgcggaacc acctaaggcg acttcagacg tgggctcgga actggcagcc tttcgtttct 
1020 

gcttcattcc aaggccagag caagccacgt gggcaaaccc aaagccaggg gacaggaaag 
1080 

tatcctccac ccacaacgaa accatggcaa gcggtggatg caggtacggc caatagtcta 
114 0 

tctatcccgg tgagtgagga gacctgcttt gagggttgca caacctggat ctgcttttac 
1200 

agtggtgtct gtcactatga agaccccaca gggcggcgcc agaccttctt tcgaacgcca 
1260 

tcctctaaag cctcggctcc aaccggt 
1287 

<210> 4254 
<211> 114 
<212> PRT 

<213> Homo sapiens 
<400> 4254 



Met 


Val 


Ser 


Leu 


Trp 


Val 


Glu 


Gly 


Thr 


Phe Pro Pro Pro 


Gly 


Phe 


Gly 


1 








5 










10 




15 




Leu 


Ala 


His 


Val 


Ala 


Cys 


Ser 


Gly 


His 


Gly Met Lys Gin 


Lys 


Arg 


Lys 








20 










25 




30 






Pro 


Ala 


Ser 


Ser 


Glu 


Pro 


Met 


Pro 


Glu 


Asp Ala Leu Gly 


Gly 


Ser 


Ala 






35 










40 




45 








val 


Pro 


Val 


Arg 


Phe 


His 


Leu 


His 


Pro 


Glu Gly Leu Leu 


Trp 


Cys 


Ser 




50 










55 






60 








Arg 


Cys 


Phe 


Phe 


Ser 


His 


Gly 


Pro 


Lys 


Gly Ser Glu Pro 


Pro 


Gly 


Arg 


65 










70 








75 






80 


Ser 


Ala 


Gly 


Leu 


Gin 


Gly 


Ala 


Thr 


Glu 


Arg Ser Gly Arg 


Pro 


Ser 


Val 










85 










90 




95 




Gin 


Ala 


Gin 


Ala 


Gin 


Ala 


Cys 


Glu 


Asn 


Leu Val Pro Ala 


Thr 


Val 


Trp 








100 










105 




110 







Asp Gly 
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65 70 75 80 

Met Lys Ser lie Arg Gin Asp Leu Thr Val Gin Gly lie Arg Thr Glu 

85 90 ?5 

Phe Thr Val Glu Val Tyr Glu Thr His Ala Arg lie Ala Leu Glu Lys 

100 105 110 - 

Gly Asp His Glu Glu Phe Asn Gin Cys Gin Thr Gin Leu Lys Ser Leu 

115 120 125 

Tyr Ala Glu Asn Leu Pro Gly Asn Val Gly Glu Phe Thr Ala Tyr Arg 

130 135 140 

lie Leu Tyr Tyr He Phe Thr Lys Asn Ser Gly Asp He Thr Thr Glu 
- 145 150 155 160 

Leu Ala Tyr Leu Thr Arg Glu Leu Lys Ala Asp Pro Cys Val Ala His 

165 170 175 

Ala Leu Ala Leu Arg Thr Ala Trp Ala Leu Gly Asn Tyr His Arg Phe 

180 185 190 

Phe Arg Leu Tyr Cys His Ala Pro Cys Met Ser Gly Tyr Leu Val Asp 

195 200 205 

Lys Phe Ala Asp Arg Glu Arg Lys Val Ala Leu Lys Ala Met He Lys 

210 215 220 

Thr Tyr Val Val Pro Ser Ser Leu Leu Pro Leu Leu Phe Pro Ser Phe 
225 230 235 240 

Arg Leu Ala Pro Pro Leu Arg Pro Ala Pro Gly Arg Arg Pro Pro Pro 

245 250 255 

Ala Pro Asn Pro Cys Pro Gly Pro Cys Phe Pro He He Phe Leu His 

260 265 270 

Ser Ala Leu Pro Ser Pro Val Pro Leu Ala Leu Leu Val Gly His Leu 

275 280 285 

Cys Val Pro Gly His Ser Ser Pro Ser Pro His Cys Ser Gin Leu Thr 

290 295 300 

Ala Ser Gly Ala Ser Ser Pro Pro His Leu Cys Val Ser Ser Ser Cys 
305 310 315 320 

Ser Leu Leu Pro Gly Pro Pro Ser Ser Leu Leu Ala Leu Gly Phe Leu 

325 330 335 

Arg Thr Leu Arg Ser Leu Leu Ser Gin Leu Val Ala -Val Leu Pro Pro 
340 345 350 

<210> 4253 

<211> 1287 

<212> DNA 

<213> Homo sapiens 

<400> 4253 

nntacggctg cgagaagaca cagactgtgc aacccccaaa gcaggtctcc tcactcaccg 
60 

ggatagatag aactatcggc cccaattcct cagccctacc tgcaaccacc gcttgccatg 
120 

gtttccttgt gggtggaggg tactttcccg ccccctggtt tcgggcttgc ccacgtggct 
180 

tgctctggcc atggaatgaa gcagaaacga aagcctgcca gttctgagcc tatgccggaa 
240 

gacgccttgg gcggttccgc ggtccctgtg cgcttccacc ttcacccaga aggacttctc 
300 

tggtgcagcc gctgcttctt cagccacggc ccaaaaggat cggagccccc tggccgatcc 
360 
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taactgagct tgatgggggt gggcaggggg ccagttgagc caatcaccag cctccatatc 
540 

acagatcctg accctgaatc tcaggagctg cagatcgggg gcacctgccc tgacatcacc 
600 

aaacgctacc tgcgcctgac ctgtgccccc gacccgtcca ccgtgcgccc tgtggcagtt 
660 

ttgaaaaagt cgctgtgcat ggtcaagtgc cactggaaag agaagcagga ctacgcgttt 
720 

gcctgcgagc agatgaagtc gatccggcag gatctgacgg tgcagggcat ccgcaccgag 
780 

ttcacggtgg aggtgtacga gacccatgcc cggatcgcct tggagaaggg tgaccatgaa 
840 

gagtttaacc agtgccagac gcagctcaag tcgctgtacg ccgagaactt gcctggcaat 
900 

gtgggcgagt ttactgccta ccgaatcctc tactacatct tcaccaagaa ctcgggagac 
960 - 

atcaccacgg agctggcata cctcacacga gaactgaagg cagatccttg cgtggcccac 
1020 

gccttggcat taaggacagc ctgggccctg ggcaactacc accgcttttt ccggctctac 
1080 

tgccatgcac cctgcatgtc tggctacctc gtggacaagt ttgcagatcg ggagcgcaag 
1140 

gtcgccctca aggccatgat caaaacgtat gtggtgccaa gctcccttct gcctttgctc 
1200 

ttcccatcct tccgcctcgc accgcccctc agaccagctc ctggccgcag gcctccccca 
1260 . 

gcccccaacc cttgtcctgg tccttgcttc cccatcatct ttctccattc agccctcccc 
1320 

tctccagttc ctcttgctct ccttgttggt cacctctgtg ttccgggtca ctcctctccc 
13 8 0 

tctccccact gttcccagct cactgcctct ggggcctctt ctccacccca tctgtgtgtc 
1440 

tcttcctcct gttctctcct gcctggaccc cctagttcac tccttgccct gggcttcctc 
1500 

agaaccctga ggtctctgct ttctcagctt gtcgctgtgc tcccaccata gagaccatct 
1560 

agacagcctc tggt 
1574 

<210> 4252 

<211> 352 

<212> PRT 

<213> Homo sapiens 

<400> 4252 

Met Gly Val Gly Arg Gly Pro Val Glu Pro lie Thr Ser Leu His lie 

1 5 10 15 

Thr Asp Pro Asp Pro Glu Ser Gin Glu Leu Gin He Gly Gly Thr Cys 

20 25 30 

Pro Asp He Thr Lys Arg Tyr Leu Arg Leu Thr Cys Ala Pro Asp Pro 

35 40 45 

Ser Thr Val Arg Pro Val Ala Val Leu Lys Lys Ser Leu Cys Met Val 

50 55 60 

Lys Cys His Trp Lys Glu Lys Gin Asp Tyr Ala Phe Ala Cys Glu Gin 
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ggatgagatt aac 
553 

<210> 4250 
<211> 164 
<212> PRT 

<213> Homo sapiens 
<400> 4250 

Xaa Arg Ala Leu Pro Lys Lys Asp Gin Val Val Gin Lys Ser Glu Gin 

1 5 10 15 

Leu Lys Leu Phe Leu Arg Asn Ser Thr Ala Ser Arg Thr Lys He Lys 

20 25 30 

Met He Tyr Lys Asn Ala Lys Thr Pro Ser Thr Gin His Gly Lys He 

35 40 45 

Arg Asn Ala Ser Gly He Asn Pro Arg Val Pro Gly Pro Gin Glu Gly 

50 55 60 

Ser He He Gly Pro Gin Thr Arg Arg Lys Ser Ser Leu Leu Lys Pro 
65 70 75 80 

Thr Leu He Ser Glu Pro Ala Asp Met Gly Thr Gin Gin Phe Leu Gin 

85 90 95 

Leu Asn Pro Asn Leu Gin Lys Phe Ser Arg Asp Met Glu Asp Val Lys 

100 105 110 

Gly Thr Pro Ser Lys Pro Leu Glu Asn Tyr Asn Met Leu Ala Gly Leu 

115 120 125 

Gly Gly Ser Arg Val Ser Ser Gin His Phe Gly Arg Leu Arg Gin Glu 

130 135 140 

Asp Arg Leu Ser Pro Gly Val Gin Asp Gin Pro Gly Pro His Ser Glu 
145 150 155 160 

Thr Pro He Ser 



<210> 4251 
<211> 1574 

<212> DNA , . 

<213> Homo sapiens 

<400> 4251 

nn 99999999 ggttaagctc cttcagtagg gtactagggc accaaaaaaa 

60 

aaaagggcgg cgcggggggg gtcccccaca caaaaaaagg gggggaaagg aattcgcccc 
120 

999999999C caggccctaa ccccatttat ttcattccac agatgagggc aaccttaaga 
180 

gggaaggggg agatggcagg gccagcgggc gcaggaagtg ccttcccacc cccaggacct 
24 0 

gacacatctc gtctcccctc ttttccgcac tgtgggcaca aagacacttt ttcttccgca 
300 

ggggcgggag cccctagttc caacactgag gacgcgtgac atggtgggca ccggaaagga 
360 

ggggacttct cctgcacccc aagaagtggt ggggagattg .ctgcccctat agccatatct- 
420 

cggccccttc ccactcacca cccccacccc aggtgctggg ggtcccttat ttttatgcaa 
480 
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1075 1080 1085 

His Asn Pro Asp lie Pro Glu Trp Arg Lys Asp lie Gly Asn Val lie 

1090 1095 1100 

Lys Arg Ala Leu Val Lys Val Thr Ser Val Pro Glu Asp Gin lie Leu 
1105 1110 1115 1120 

lie Ala Val Phe Pro Gly Leu Pro Thr Ser Ala Glu Leu Phe lie Leu 

1125 1130 1135 

Pro Pro Lys Asn Leu Thr Glu Arg Arg Lys Gly Asn Glu Gly Asp Leu 

1140 1145 1150 

Glu Gin He Val Glu Thr Leu Phe Asn Ala Leu Asn Gin Asn Leu Val 

1155 1160 . 1165 

Gin Phe Glu Leu Lys Pro Gly Val Gin Val He Val Tyr Val Thr Gin 

1170 1175 1180 

Leu Thr Leu Ala Pro Leu Val Asp Ser Ser Ala Gly His Ser Ser Ser 
1185 1190 1195 1200 

Ala Met Leu Met Leu Leu Ser Val Val Phe Val Gly Leu Ala Val Phe 

1205 1210 1215 

Leu He Tyr Lys Phe Lys Arg Lys He Pro Trp He Asn He Tyr Ala 

1220 1225 1230 

Gin Val Gin His Asp Lys Glu Gin Glu Met He Gly Ser Val Ser Gin 

1235 1240 1245 

Ser Glu Asn Ala Pro Lys He Thr Leu Ser Asp Phe Thr Glu Pro Glu 

1250 1255 1260 

Glu Leu Leu Asp Lys Glu Leu Asp Thr Arg Val He Gly Gly He Ala 
1265 1270 1275 1280 

Thr He Ala Asn Ser Glu Ser Thr Lys Glu He Pro Asn Cys Thr Ser 
1285 1290 . 1295 

Val 



<210> 4249 

<211> 553 

<212> DNA 

<213> Homo sapiens 

<400> 4249 

nnccgggccc tccccaaaaa ggaccaggtt 
60 

ctaagaaact caactgcatc cagaacaaag 
120 

cccagcacgc aacatggtaa aattcgcaat 
180 

ccacaggaag gcagcataat aggaccccaa 
240 

accctgatat cagaaccagc agacatgggc 
300 

ctgcaaaagt ttagtagaga catggaagac 
360 

aattataaca tgttggctgg gcttggtggc 
420 

ctgaggcagg aggatcgctt gagcccagga 
480 

acccccatct cataaaaaat aaaaaaaaat 
540 



gtccagaaaa gtgagcagct aaaactgttt 
attaagatga tttataaaaa tgctaaaaca 
gcctcaggca tcaacccgag agtaccaggc 
acaaggagga aaagcagcct cctgaaaccg 
actcagcagt tcttacaact gaatcccaat 
gtaaagggga ccccaagcaa gcctctagag 
tcacgcgtgt catcgcagca ctttgggagg 
gttcaagacc agcctggacc acatagtgag 
tgaattacaa cacgaggtga caaaagcact 
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645 650 655 

Pro Glu Leu Ser Tyr Thr Asp lie Gly Val Phe lie Ser Ser Asp Gly 

660 ' 665 670 

Gly Asn Thr Trp Arg Gin lie Phe Asp Glu Glu Tyr Asn Val Trp Phe 

675 680 685 

Leu Asp Trp Gly Gly Ala Leu Val Ala Met Lys His Thr Pro Leu Pro 

690 695 700 

Val Arg His Leu Trp Val Ser Phe Asp Glu Gly His Ser Trp Asp Lys 
705 710 715 720 

Tyr Gly Phe Thr Ser Val Pro Leu Phe Val Asp Gly Ala Leu Val Glu 

725 730 735 

Ala Gly Met Glu Thr His He Met Thr Val Phe Gly His Phe Ser Leu 

740 745 750 

Arg Ser Glu Trp GlrT Leu Val Lys Val Asp Tyr Lys Ser He Phe Ser 

755 760 765 

Arg His Cys Thr Lys Glu Asp Tyr Gin Thr Trp His Leu Leu Asn Gin 

770 775 780 

Gly Glu Pro Cys Val' Met Gly Glu Arg Lys lie Phe Lys Lys Arg Lys 
785 790 795 800 

Pro Gly Ala Gin Cys Ala Leu Gly Arg Asp His Ser Gly Ser Val Val 

805 810 815 

Ser Glu Pro Cys Val Cys Ala Asn Trp Asp Phe Glu Cys Asp Tyr Gly 

820 825 830 

Tyr Glu Arg His Gly Glu Ser Gin Cys Val Pro Ala Phe Trp Tyr Asn 

835 840 845 

Pro Ala Ser Pro Ser Lys Asp Cys Ser Leu Gly Gin Ser Tyr Leu Asn 

850 855 860 

Ser Thr Gly Tyr Arg Arg He Val Ser Asn Asn Cys Thr Asp Gly Leu 
865 870 875 / 880 

Arg Glu Lys Tyr Thr Ala Lys Ala Gin Met Cys Pro Gly Lys Ala Pro 

885 890 895 

Arg Gly Leu His Val Val Thr Thr Asp Gly Arg Leu Val Ala Glu Gin 

900 905 910 

Gly His Asn Ala Thr Phe He He Leu Met Glu Glu Gly Asp Leu Gin 

915 920 925 

Arg Thr Asn He Gin Leu Asp Phe Gly Asp Gly He Ala Val Ser Tyr 

930 935 940 

Ala Asn Phe Ser Pro He Glu Asp Gly lie Lys His Val Tyr Lys Ser 
945 950 955 960 

Ala Gly. He Phe Gin Val Thr Ala Tyr Ala Glu Asn Asn Leu Gly Ser 

965 970 975 

Asp Thr Ala Val Leu Phe Leu His Val Val Cys Pro Val Glu His Val 

980 985 990 

His Leu Arg Val Pro Phe Val Ala lie Arg Asn Lys Glu Val Asn He 

995 1000 1005 

Ser Ala Val Val Trp Pro Ser Gin Leu Gly Thr Leu Thr Tyr Phe Trp 

1010 1015 1020 

Trp Phe Gly Asn Ser Thr Lys Pro Leu He Thr Leu Asp Ser Ser lie 
1025 1030 1035 1040 

Ser Phe Thr Phe Leu Ala Glu Gly Thr Asp Thr lie Thr Val Gin Val 

1045 1050 1055 

Ala Ala Gly Asn Ala Leu lie Gin Asp Thr Lys Glu lie Ala Val His 

1060 1065 1070 

Glu Tyr Phe Gin Ser Gin Leu Leu Ser Phe Ser Pro Asn Leu Asp Tyr 
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210 215 220 

Pro Ala Asp Gly Ser Arg Gly Ser Arg Pro Leu Ala Lys Gly Ser Arg 
225 230 235 240 

Glu Glu Val Lys Ala Pro Arg Ala Gly Gly Ser Ala Ala Glu Asp Leu 

245 250 255 

Arg Leu Pro Ser Thr Ser Phe Ala Leu Thr Gly Asp Ser Ala His Asn 

260 265 270 

Gin Ala Met Val His Trp Ser Gly His Asn Ser Ser Val lie Leu lie 

275 280 285 

Leu Thr Lys Leu Tyr Asp Phe Asn Leu Gly Ser Val Thr Glu Ser Ser 

290 295 300 

Leu Trp Arg Ser Thr Asp Tyr Gly Thr Thr Tyr Glu Lys Leu Asn Asp 
305 310 315 320 

Lys Val Gly Leu Lys Thr Val Leu Ser Tyr Leu Tyr Val Asn Pro Thr 

325 330 335 

Asn Lys Arg Lys lie Met Leu Leu Ser Asp Pro Glu Met Glu Ser Ser 

340 345 350 

lie Leu He Ser Ser Asp Glu Giy Ala Thr Tyr Gin Lys Tyr Arg Leu 

355 360 365 

Thr Phe Tyr He Gin Ser Leu Leu Phe His Pro Lys Gin Glu Asp Trp 

370 375 380 

Val Leu Ala Tyr Ser Leu Asp Gin Lys Leu Tyr Ser Ser Met Asp Phe 
385 390 395 " 400 

Gly Arg Arg Trp Gin Leu Met His Glu Arg He Thr Pro Asn Arg Phe 

405 410 415 

Tyr Trp Ser Val Ala Gly Leu Asp Lys Glu Ala Asp Leu Val His Met 

420 425 430 

Glu Val Arg Thr Thr Asp Gly Tyr Ala His Tyr Leu Thr Cys Arg He 

435 440 445 

Gin Glu Cys Ala Glu Thr Thr Arg Ser Gly Pro Phe Ala Arg Ser He 

450 455 460 

Asp He Ser Ser Leu Val Val Gin Asp Glu Tyr He Phe He Gin Val 
465 470 475 480 

Thr Thr Ser Gly Arg Ala Ser Tyr Tyr Val Ser Tyr Arg Arg Glu Ala 

485 490 495 

Phe Ala Gin He Lys Leu Pro Lys Tyr Ser Leu Pro Lys Asp Met His 

500 505 510 

He He Ser Thr Asp Glu Asn Gin Val Phe Ala Ala Val Gin Glu Trp 

515 520 525 

Asn Gin Asn Asp Thr Tyr Asn Leu Tyr He Ser Asp Thr Arg Gly He 

530 535 540 

Tyr Phe Thr Leu Ala Met Glu Asn lie Lys Ser Ser Arg Gly Leu Met 
545 - 550 555 560 

Gly Asn He He He Glu Leu Tyr Glu Val Ala Gly He Lys Gly He 

565 570 575 

Phe Leu Ala Asn Lys Lys Val Asp Asp Gin Val Lys Thr Tyr He Thr 

580 585 590 

Tyr Asn Lys Gly Arg Asp Trp Arg Leu Leu Gin Ala Pro Asp Val Asp 

595 600 605 

Leu Arg Gly Ser Pro Val His Cys Leu Leu Pro Phe Cys Ser Leu His 

610 - 615 620 

Leu His Leu Gin Leu Ser Glu Asn Pro Tyr Ser Ser Gly Arg He Ser 
625 630 635 640 

Ser Lys Glu Thr Ala Pro Gly Leu Val Val Ala Thr Gly Asn He Gly 
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ttgcttgtca gatgtacaca acttccttaa agtcaaatgt ctgccttcag ttcccttaag 
5220 

gtagttcttg cctctggggt gagtggcttt caaagccttt tagcttttcc agcacctcag 
5280 

ccccttcaca catttacaca taccaatttt tttcaatagg gtcacgttaa gccatgctgt 
5340 

aagcattgtt tttattttca ggcttagcct gagcacactt atttttgaaa atgatataat 
5400 

gtatatatat gggaggaaag gccacatttt gtacctgtta atttttgtgg gatgttgttc 
5460 

ccattcttct ttgtgagaca gagagaatgt gatatagaga aatctggctg gctacagtgt 
5520 

agatcagtat taggaatatt tctaaagatc ctgctttttt gtttcaaggg ttaaatgggg 
5580 

cagacaattg caatacttgt actaaacact ggaatacaaa tgcatgactc atatctatat 
5640- 

atacagtata tgtacatata ctgttcttgg ttttattgtt ccacttgaat atttctactg 
5700 , 

taaaaaaaag acagtggttt tgaaattgtt gaaaataaat gtatttttgt acatc 
5755 

<210> 4248 
<211> 1297 
<212> PRT 

<213> Homo sapiens 



<400> 4248 



His Pro 


Leu Asp- Lys 


Arg 


Thr 


Gly Glu 


Arg 


Glu Leu 


Gly 


Gly 


Lys Ser 


1 






< 5 










10 








15 


Gly Glu 


Asp 


Arg 


Arg 


Gly 


Ala 


Pro 


Ala 


Gly 


Ala Thr 


Ser 


Phe 


Pro Ala 






20 










25 








30 




Ala Pro 


Ser 


Pro 


Leu 


Pro 


Leu 


His 


Thr 


His 


Ala Arg 


Ser 


Leu 


Ala Gly 




35 










40 








45 






Ala Arg 


Thr 


Pro 


Pro 


Ala 


Pro 


Asp 


Pro 


His 


Leu Gly 


Gly 


Arg 


His Thr 


50 










55 








60 








Leu Gly 


Ser 


Pro 


Ser 


Arg 


Gly 


Ser 


Arg 


Ser 


Gly Met 


Glu 


Ala 


Ala Arg 


65 








70 










75 






80 


Thr Glu 


Arg 


Pro 


Ala 


Gly 


Arg 


Pro 


Gly 


Ala 


Pro Leu 


Val 


Arg 


Thr Gly 








85 










90 








95 


Leu Leu 


Leu 


Leu 


Ser 


Thr 


Trp 


Val 


Leu 


Ala 


Gly Ala 


Glu 


He 


Thr Trp 






100 










105 








110 




Asp Ala 


Thr 


Gly Gly 


Pro 


Gly 


Arg 


Pro 


Ala 


Ala Pro 


Ala 


Ser 


Arg Pro 


115 










120 








125 






Pro Ala 


Leu 


Ser 


Pro 


Leu 


Ser 


Pro 


Arg 


Ala 


Val Ala 


Ser 


Gin 


Trp Pro 


130 










135 








. 140 








Glu Glu 


Leu 


Ala 


Ser 


Ala 


Arg 


Arg 


Ala 


Ala 


Val Leu 


Gly 


Arg 


Arg Ala 


145 








150 










155 






160 


Gly Pro 


Glu 


Leu 


Leu 


Pro 


Gin 


Gin' 


Gly 


Gly 


Gly Arg 


Gly 


Gly 


Glu Met 






165 










170 








175 


Gin Val 


Glu Ala Gly 


Gly 


Thr 


Ser 


Pro 


Ala 


Gly Glu 


Arg 


Arg 


Gly Arg 






180 










185 








190 




Gly He 


Pro 


Ala 


Pro 


Ala 


Lys 


Leu Gly 


Gly 


Ala Arg 


Arg 


Ser 


Arg Arg 


195 










200 








205 






Ala Gin 


Pro 


Pro 


He 


Thr 


Gin 


Glu 


Arg 


Gly 


Asp Ala 


Trp 


Ala 


Thr Ala 
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tatgtcacac agctgacgtt 
3600 

gccatgctta tgctattatc 
3660 

tttaaaagga aaatcccttg 
3720 

gagatgattg ggtcagtgag 
3780 

acggagcctg aggagctgct 
3840 

actattgcaa acagcgaaag 
3900 

caagccacgt ggtcaaccac 
3960 

ttatggaaaa attaaaatgt 
4020 

"gcaggcaaat gcctagcttt 
4080 

gggaataaat ggctgtattt 
4140 

ctttactctg ccattggtag 
4200 

aaattgaagt tgggttggct 
4260 

tctccgcttc ccccagcaca 
4320 

gaagtaggtt ggtgggggtg 
4380 

ccctgccttg tgcatgtcca 
4440 . . 

taaatagctt tttatttcct 
4500 

aagaaagatg cgtgtgttgg 
4560 

tgctcaatgc attgggtttg 
4620 

ccttgtccat gccatagctg 
4680 

ttctctgggg caattgataa 
4740 

tttgttccaa gaatgatatg 
4800 

cccagatggg ggaaaacagc 
4860 

gaaaatattt ttttctaaag 
4920 

attggattct atgaaaatgc 
4980 

aaaagtcccc tgggcactag 
5040 

agaggttgga agggaagagg 
5100 

aagtaggggt ctagccttta 
5160 



agctccattg gtggactcca 
agtggtattt gttggcctgg 
gattaacatc tatgctcaag 
ccaaagtgaa aacgccccca 
ggacaaagag ctggacacgc 
cacaaaggag atccccaact 
ctttctgact ttttattttt 
cttttttacc ttttgtttac 
gggagaaaag ggcattctta 
gtgctaagag caaaggatgc 
cttaaagact ttctttttcc 
ctttgtgaac ctctcatccc 
cacacataca acacagatca 
gatgtagctg cagaaagcat 
tagtgaggct acagatggct 
aagaaataat ttaatgttta 
cttacgcact ggccctcaga 
gatgctctcc tgttgtctgt 
gtttctactt atgtatataa 
aggaaggact ctagtgacat 
aaaggtgaag aagaggccca 
ttcctctcta aaaggaaaaa 
aaggcagtca gtggatctta 
ataatgctta tggtgaattc 
gtaaagccca gtgaatgtct 
catttgtgga attatgagtt 
atgatattag tcaaaggcaa 



gtgctgggca cagcagctca 
ctgtgttttt gatctacaag 
tccaacacga caaggagcag 
aaatcacact cagtgacttt 
gggtcatagg aggcattgcc 
gcactagtgt ttaataccag 
gatgattact attactatta 
caagggcccc ttcataaata 
gctgattgaa atgagacaaa 
atcttcccac agcctcctcg 
ttgtggtctc ccttttttca 
cacagcagaa tcaccaacac 
tttcccagtt agatccgcag 
gcacaacttt gtgaaagagg 
tattgtatat aattacaatg 
gtaaaaaaga aaacagaaaa 
gctgaccaac ccgccaggcc 
cacacttaac tcttgcatct 
aggggggtgg ggggaggggc 
catagaacat ggcagtcgtt 
ctagaggctt catactgaga 
cttgatattt atcagtctga 
aaatgacaat ctgtttttaa 
tcaggctatt ctgagctcag 
cttggcatgg gaggagttaa 
catgcaaaac tctccaggcc 
ttttagcaaa gctgtgctat 
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agcaaggaga cagccccagg acttgtggtg 
1980 

tatactgata ttggtgtgtt catctcctcc 
2040 

gatgaagagt acaatgtctg gttcctagac 
2100 

acacctctgc cagtcaggca tttgtgggtg 
2160 

tatggtttca cttcggttcc tctctttgtt 
2220 

acccacatca tgacagtttt tggccacttc 
2280 

gtggactaca aatctatctt cagccggcat 
2340 

ctgctcaatc agggagagcc ttgtgtcatg 
2400 

ccaggagctc agtgtgccct gggccgagac 
2460 

gtctgtgcca attgggactt cgagtgtgac 
2520 

tgtgtcccag ctttctggta caatccagca 
2580 

agctacctta acagcactgg gtatcggcgg 
2640 

agggagaagt acaccgccaa ggcccagatg 
2700 

gtggtgacga ccgatgggcg gctggtggca 
2760 

ctcatggagg agggtgatct acaaaggaca 
2820 

gctgtgtcct acgcaaactt cagccccatc 
2880 

gcggggatct tccaggtgac agcctatgca 
2940 

ctcttcctgc atgtggtttg tcctgtggag 
3000 

ataagaaata aggaggtcaa catcagtgca 
3060 

acctatttct ggtggttcgg caatagcaca 
3120 

tccttcacat tccttgcaga aggaaccgac 
3180 

gccctcatcc aggacacaaa agagattgca 
3240 

tcattctctc ctaatctgga ttaccacaat 
3300 

ggcaatgtca tcaagcgagc tctggttaaa 
3360 

attgccgtgt ttcctggtct ccccacttca 
3420 

ctgacagaga ggaggaaagg caatgaaggg 
3480 

aatgctctca accaaaattt ggtccagttt 
3540 



gctacaggca acattggccc ggagctctca 
gatgggggca acacatggag acagatcttt 
t9gggtg9t9 ccctcgtggc catgaaacac 
agttttgatg agggccactc ttgggacaag 
gacggggctc tggtggaggc aggaatggag 
agcctccgct ccgaatggca attggtgaaa 
tgcaccaagg aggactatca gacctggcac 
ggagaaagga aaatattcaa gaaacgtaag 
cactcaggat cagtggtctc agaaccctgt 
tatgggtatg agagacatgg ggagagccag 
tccccatcaa aggactgcag ccttggtcaa 
attgtgtcca acaactgcac agatgggcta 
tgccctggaa aagcccctcg gggcctccat 
gagcaggggc acaatgcaac tttcatcatc 
aacatccagc ttgactttgg ggatgggatt 
gaggacggca tcaagcacgt gtataagagt 
gagaacaacc ttggctcaga cacagctgtc 
catgttcatc tccgagttcc atttgttgcc 
gtcgtgtggc ccagtcaact ggggaccctt 
aagcctctca tcactttgga cagcagcatt 
accatcacag tccaggtggc tgctgggaat 
gttcatgaat atttccagtc ccagctttta 
cctgacattc ctgagtggag aaaagatatt 
gtaaccagtg tcccagagga ccagatcctc 
gcagagcttt tcattcttcc acccaagaac 
gacctggaac aaattgtaga aacactgttt 
gagctgaagc cgggggtaca agtcattgtg 
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tcgacgtggg tcctggccgg cgccgagatc 
360 

ccggcggccc cggcttcgcg gccaccggcg 
420 

agccagtggc cggaggagct ggcgtcggcg 
480 

ggaccagagc tgctgcccca gcagggcggc 
540 

ggagggacat caccggcagg cgagcggcgg 
600 

ggcggcgcga ggaggagtcg ccgggcgcag 
660 

tgggccactg ctccggccga tggttccaga 
720 

gaggaggtga aggcgccgcg ggctgggggg 
780 

acctccttcg cgctgaccgg ggactcggcc 
840 

cacaacagca gcgtcatact tatcctgacg 
90.0 

actgagagtt cactatggag gtcgacagat 
960 

aaagtgggtt tgaagactgt cctcagttac 
1020 

attatgcttc tcagtgatcc tgagatggag 
1080 

gcgacctatc agaagtatcg gctcaccttc 
1140 

caagaggact gggtgctggc ctacagtttg 
1200 

ggaagacggt ggcaactcat gcatgaacgc 
1260 

gccggattgg ataaggaggc ggacctggtg 
1320 

gctcactacc tcacctgcag gatccaggaa 
1380 

gcccgctcca ttgacatcag ttccctggtt 
1440 

acaactagtg gaagagccag ctactacgtg 
1500 

aagctgccta agtactcgtt gccaaaggac 
1560 

gtatttgctg cggtccaaga atggaaccag 
1620 

acgcgtggga tttacttcac tctggccatg 
1680 

gggaacatca ttattgaatt gtatgaggta 
1740 

aagaaggtgg acgaccaggt gaagacatac 
1800 

ctgctgcaag ctccggatgt ggacctgaga 
1860 

tgttccttac atctgcacct gcaactctct 
1920 



acttgggacg cgacaggcgg tcccggacgc 
ttgtctccac tctcgccgcg ggcagtggcc 
cggagagccg ccgtgctggg gcgccgggcc 
ggcagaggcg gtgagatgca ggtggaagcc 
ggccggggca tcccagctcc tgccaagctt 
cccccaatca cccaggaacg cggggacgcc 
ggaagccgtc cccttgctaa gggttcccgg 
tcggcggctg aagacctccg gctgcccagc 
cacaaccaag ccatggtgca ctggtcggga 
aagctgtatg acttcaacct gggcagcgtg 
tatggcacca cctatgaaaa gctgaatgac 
ctctatgtca atccaaccaa caaaaggaag 
agcagcatat tgatcagctc agacgaaggg 
tatatccaga gcctgctctt tcatcccaag 
gatcaaaagc tctacagctc catggacttt 
atcacaccca acaggtttta ttggtcggtg 
cacatggagg tgcggaccac ggatggatat 
tgtgccgaga caactagaag tgggcctttt 
gtccaggatg aatatatctt cattcaggta 
tcttatcgaa gagaggcctt tgctcagata 
atgcacatca tcagtacaga cgagaaccaa 
aatgacacgt acaacctcta catctcagac 
gagaacatca agagcagcag aggtctaatg 
gcaggtatca aagggatatt tctggcaaac 
atcacttaca acaaaggcag ggattggcgc 
ggaagcccag' tgcactgcct gctgcccttc 
gaaaatccat attcctcagg aagaatctct 



3441 



WO 00/58473 



PCT/US00/08621 
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10 








15 




Lys 


Phe 


Gin 


Leu 


Ser 


Ala 


Glu 


He 


Met 


Asp 


Tyr 


Gin 


Ser 


Arg Leu 


Lys 






20 










25 










30 




Asn Ala Gly Glu 


Glu 


Cys 


Lys 


Ser 


Leu 


Arg Gly Gin 


Leu 


Glu Glu 


Gin 






35 










40 










45 






Gly Arg 


Gin 


Leu 


Gin 


Ala 


Ala 


Glu 


Glu 


Ala 


Val 


Glu 


Lys 


Leu Lys 


Ala 




50 










55 










60 








Thr 


Gin 


Ala 


Asp 


Met Gly Glu 


Lys 


Leu 


Ser 


Cys 


Thr 


Ser 


Asn His 


Leu 


65 










70 










75 








80 


Ala 


Glu 


Cys 


Gin 


Ala 


Ala 


Met 


Leu 


Arg 


Lys 


Asp 


Lys 


Glu 


Gly Ala 


Ala 










85 










90 








95 




Leu 


Arg 


Glu Asp 


Leu 


Glu 


Arg 


Thr 


Gin 


Lys 


Glu 


Leu 


Glu 


Lys Ala 


Thr 






100 










105 










110 




Thr 


Lys 


lie 


Gin 


Glu 


Tyr 


Tyr 


Asn 


Lys 


Leu 


Cys 


Gin 


Glu 


Val Thr 


Asn 






115 










120 










125 






Arg 


Glu 


Arg 


Asn 


Asp 


Gin 


Lys 


Met 


Leu 


Ala 


Asp 


Leu 


Asp 


Asp Leu 


Asn 




130 










135 










140 








Arg 


Thr 


Lys 


Lys 


Tyr 


Leu 


Glu 


Glu 


Arg 


Leu 


He 


Glu 


Leu 


Leu Arg 


Asp 


145 








150 










155 








160 


Lys 


Asp 


Ala 


Leu 


Trp 


Gin 


Lys 


Ser 


Asp 


Ala 


Leu 


Glu 


Phe 


Gin Gin 


Lys 








165 










170 








175 




Leu 


Ser 


Ala 


Glu 


Glu 


Arg 


Trp 


Leu Gly Asp 


Thr 


Glu 


Ala 


Asn His 


Cys 








180 










185 










190 




Leu 


Asp 


Cys 


Lys 


"Arg 


Glu 


Phe 


Ser 


Trp 


Met 


Val 


Arg 


Arg 


His His 


Cys 






195 










200 










205 






Arg 


lie 


Cys Gly 


Arg 


lie 


Phe 


Cys 


Tyr 


Tyr 


Cys 


Cys 


Asn 


Asn Tyr 


Val 


210 










215 










220 








Leu 


Ser 


Lys 


His 


Gly Gly Lys 


Lys 


Glu 


Arg 


Cys 


Cys 


Arg 


Ala Cys 


Phe 


225 










230 










235 








240 


Gin 


Lys 


Leu 


Ser 


Glu 


Gly 


Pro 


Gly 


Ser 


Pro 


Asp 


Ser 


Ser 


Gly Ser 


Gly 








245 










250 








255 




Thr 


Ser 


Gin Gly 


Glu 


Leu 


Ser 


Pro 


Ala 


Leu 


Ser 


Pro 


Ala 


Ser Pro 


Gly 








260 










265 










270 




Pro 


Gin 


Ala 


Thr 


Gly Gly Gin 


Gly Ala 


Asn Thr Asp 


Tyr Arg Pro 


Pro 






275 










280 










285 






Asp 


Asp 


Ala 


val 


Phe 


Asp 


lie 


He 


Thr 


Asp 


Glu 


Glu 


Leu Cys Gin 




290 










2 95 










300 









<210> 4247 

<211> 5755 

<212> DNA 

<213> Homo sapiens 

<400> 4247 

caccctctgg acaagagaac gggcgagcgg gagctaggag ggaagagtgg agaggaccgg 
60 

cgaggcgcgc cagccggagc cacctccttc ccggccgccc cctccccact ccccctacac 
120 

acacacgctc gctcgctcgc cggcgcgcgc acaccccccg cgccggaccc gcacctcggc 
180 

gggcgccaca cactcggcag cccgagccgc ggtagccgca gcgggatgga ggcggcgcgc 
240 

acggagcgcc ccgcaggcag gccgggggcg ccgcttgtcc ggacggggct cctactcttg 
300 
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805 810 815 

Phe Phe Asp Asp His Asp lie Trp His Phe Leu Ser Ser lie Ala Met 

820 825 830 

Phe Gly Ser Phe Leu Val Ser Gly Pro Pro Gly Ala Ala Leu Arg He 
835 840 845 

Thr 



<210> 4245 

<211> 909 

<212> DNA 

<213> Homo sapiens 

<400> 4245 

ngggcccaga gcctccaaga ggctgcacac caggagctca acaccctcaa gttccagctg 
60 

agtgctgaaa tcatggacta ccagagcaga cttaagaatg ctggtgaaga gtgcaagagc 
120 

ctcaggggcc agcttgagga gcaaggccgg cagctgcagg ctgctgagga agctgtggag 
180 

aagctgaagg ccacccaagc agacatggga gagaagctga gctgcactag caaccatctt 
240 

gcagagtgcc aggcggccat gctgaggaag gacaaggagg gggctgccct gcgtgaagac 
300 

ctagaaagga cccagaagga actcgaaaaa gccacaacaa. aaatccaaga gtattacaac 
360 

aaactctgcc aggaggtgac aaatcgtgag aggaatgacc agaagatgct tgctgacctg 
420 

gatgacctca acagaaccaa gaagtatctc gaggagcggc tgatagagct gctcagggac 
480 

aaggatgctc tctggcagaa gtcagatgcc ctggaattcc agcagaagct cagtgctgag 
540 

gagagatggc tcggagacac agaggcaaac cactgcctcg actgtaagcg ggagttcagc 
600 

tggatggtgc ggcggcacca ctgcaggata tgtggccgca tcttctgtta ctactgctgc 
660 

aacaactacg tcctgagcaa gcacggtggc aaaaaggagc gctgctgccg agcctgtttc 
720 

cagaagctca gtgaaggccc tggctcccct gatagcagtg gctcaggcac tagccaggga 
780 

gagctcagcc ctgcactgtc accagcctca cctgggcccc aggccacagg aggccaagga 
840 

gcaaatacag actacaggcc accggacgac gctgtgtttg atatcatcac agatgaggaa 
900 

ttgtgccag 
909 

<210> 4246 
<211> 303 
<212> PRT 

<213> Homo sapiens 
<400> 4246 

Xaa Ala Gin Ser Leu Gin Glu Ala Ala His Gin Glu Leu Asn Thr Leu 
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370 






375 










380 










Leu 


Ser 


Tyr Gly Tyr 


Gin Gly 


His 


Asp 


Gin 


Phe 


Lys 


Arg 


Arg 


Leu 


Pro 


385 






390 










395 










400 


Ser Gly 


Gin Met Arg 


Gin 


Leu 


Cys 


lie 


Ala 


Met 


Gly Arg 


Ser 


Phe 


Glu 






405 










410 










415 




Pro 


Val 


Gly Thr Arg 


Pro 


Arg 


Val 


Asp 


Ser 


Met 


Ser 


Ser 


Val 


Glu 


Glu 






420 








425 










430 






Asp Asp 


Tyr Asp Thr 


Leu 


Thr 


Asp 


lie 


Asp 


Ser 


Asp 


Lys 


Asn 


Val 


lie 






435 






440 










445 








Arg 


Thr 


Lys Gin Tyr 


Leu 


Tyr 


Val 


Ala 


Asp 


Leu 


Ala 


Arg 


Lys 


Asp 


Lys 




450 






455 










460 










Arg 


Val 


Leu Arg Lys 


Lys 


Tyr 


Gin 


He 


Tyr 


Phe 


Trp 


Asn 


He 


Ala 


Thr 


465 






470 










475 










480 


He 


Ala' 


Val Phe Tyr 


Ala 


Leu 


Pro 


Val 


Val 


Gin 


Leu 


Val 


lie 


Thr 


Tyr 






485 










490 










495 




Gin Thr 


Val Val Asn 


Val 


Thr Gly Asn Gin Asp 


lie 


Cys 


Tyr 


Tyr 


Asn 






. 500 








505 










510 






Phe 


Leu 


Cys Ala His 


Pro 


Leu Gly Asn 


Leu 


Ser 


Ala 


Phe 


Asn 


Asn 


lie 






515 






520 










525 








Leu 


Ser 


Asn Leu Gly 


Tyr 


lie 


Leu Leu Gly 


Leu 


Leu 


Phe 


Leu 


Leu 


lie 




530 






535 










540 










He 


Leu 


Gin Arg Glu 


He 


Asn 


His 


Asn 


Arg 


Ala 


Leu 


Leu 


Arg 


Asn 


Asp 


545 






550 










555 










560 


Leu 


Cys 


Ala Leu Glu 


Cys 


Gly 


He 


Pro 


Lys 


His 


Phe 


Gly 


Leu 


Phe 


Tyr 






565 










570 










575 




Ala 


Met 


Gly Thr Ala 


Leu 


Met 


Met 


Glu 


Gly 


Leu 


Leu 


Ser 


Ala 


Cys 


Tyr 






580 








585 










590 






His 


Val 


Cys Pro Asn 


Tyr 


Thr 


Asn 


Phe 


Gin 


Phe 


Asp 


Thr 


Ser 


Phe 


Met 






595 






600 










605 








Tyr 


Met 


lie Ala Gly 


Leu 


Cys 


Met 


Leu 


Lys 


Leu 


Tyr 


Gin 


Lys 


Arg 


His 




610 






615 










620 










Pro 


Asp 


lie Asn Ala 


Ser 


Ala 


Tyr 


Ser 


Ala 


Tyr 


Ala 


Cys 


Leu 


Ala 


lie 


625 






630 










635 










640 


Val 


He 


Phe Phe Ser 


Val 


Leu Gly Val 


Val 


Phe Gly 


Lys 


Gly Asn 


Thr 






• 645 










650 










655 




Ala 


Phe 


Trp He Val 


Phe 


Ser 


He 


lie 


His 


He 


lie 


Ala 


Thr 


Leu 


Leu 






660 








665 










670 






Leu 


Ser 


Thr Gin Leu 


Tyr 


Tyr 


Met 


Gly Arg Trp Lys 


Leu 


Asp 


Ser 


Gly 






675 






680 










685 








He 


Phe 


Arg Arg He 


Leu 


His Val 


Leu Tyr 


Thr Asp 


Cys 


lie Arg 


Gin 




690 






695 










700 










Cys 


Ser Gly Pro Leu 


Tyr 


Val 


Asp Arg 


Met 


Val 


Leu 


Leu 


Val 


Met 


Gly 


705 






710 










715 










720 


Asn 


Val 


lie Asn Trp 


Ser 


Leu 


Ala 


Ala 


Tyr 


Gly Leu 


He 


Met 


Arg 


Pro 






725 










730 










735 




Asn Asp 


Phe Ala Ser 


Tyr 


Leu 


Leu 


Ala 


He 


Gly 


He 


Cys 


Asn 


Leu 


Leu 






740 








745 










750 






Leu 


Tyr 


Phe Ala. Phe 


Tyr 


lie 


He 


Met 


Lys 


Leu 


Arg 


Ser Gly Glu 


Arg 






755 






760 










765 








He 


Lys 


Leu lie Pro 


Leu 


Leu 


Cys 


lie 


Val 


Cys 


Thr 


Ser 


Val 


Val 


Trp 




770 






775 










780 










Gly 


Phe 


Ala Leu Phe 


Phe 


Phe 


Phe Gin Gly 


Leu 


Ser 


Thr 


Trp 


Gin 


Lys 


785 






790 










795 










800 


Thr 


Pro 


Ala Glu Ser 


Arg 


Glu 


His 


Asn 


Arg 


Asp 


Cys 


lie 


Leu 


Leu 


Asp 
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<210> 4244 
<211> 849 
<212> PRT 

<213> Homo sapiens 
<400> 4244 

Met Phe Ala Leu Gly Leu Pro Phe Leu Val Leu Leu Val Ala Ser Val 

1 5 10 15 

Glu Ser His Leu Gly Val Leu Gly Pro Lys Asn Val Ser Gin Lys Asp 

20 25 30 

Ala Glu Phe Glu Arg Thr Tyr Val Asp Glu Val Asn Ser Glu Leu Val 

35 40 45 

Asn lie Tyr Thr Phe Asn His Thr Val Thr Arg Asn Arg Thr Glu Gly 

50 55 60 

Val Arq Val Ser Val Asn Val Leu Asn Lys Gin Lys Gly Ala Pro Leu 
65 70 75 80 

Leu Phe Val Val Arg Gin Lys Glu Ala Val Val Ser Phe Gin Val Pro 

85 90 95 

Leu lie Leu Arg Gly Met Phe Gin Arg Lys Tyr Leu Tyr Gin Lys Val 

100 '105 HO 

Glu Arg Thr Leu Cys Gin Pro Pro Thr Lys Asn Glu Ser Glu lie Gin 

H5 120 125 

Phe Phe Tyr Val Asp Val Ser Thr Leu Ser Pro Val Asn Thr Thr Tyr 

130 135 140 

Gin Leu Arg Val Ser Arg Met Asp Asp Phe Val Leu Arg Thr Gly Glu 
14S 150 155 160 

Gin Phe Ser Phe Asn Thr Thr Ala Ala Gin Pro Gin Tyr Phe Lys Tyr 

165 170 175 

Glu Phe Pro Glu Gly Val Asp Ser Val He Val Lys Val Thr Ser Asn 

180 185 190 

Lys Ala Phe Pro Cys Ser Val He Ser He Gin Asp. Val Leu Cys Pro 

!95 200 205 

Val Tyr Asp Leu Asp Asn Asn Val Ala Phe He Gly Met Tyr Gin Thr 

210 215 . 220 

Met Thr Lys Lys Ala Ala He Thr Val Gin Arg Lys Asp Phe Pro Ser 
225 230 235 240 

Asn Ser Phe Tyr Val Val Val Val Val Lys Thr Glu Asp Gin Ala Cys 

245 250 255 

Gly Gly Ser Leu Pro Phe Tyr Pro Phe Ala Glu Asp Glu Pro Val Asp 

260 265 270 

Gin Gly His Arg Gin Lys Thr Leu Ser Val Leu Val Ser Gin Ala Val 

275 280 285 

Thr Ser Glu Ala Tyr Val Ser Gly Met Leu Phe Cys Leu Gly He Phe 

290 295 300 

Leu Ser Phe Tyr Leu Leu Thr Val Leu Leu Ala Cys Trp Glu Asn Trp 
305 310 315 320 

Arg Gin Lys Lys Lys Thr Leu Leu Val Ala He Asp Arg Ala Cys Pro 

325 330 335 

Glu Ser Ala Ser Leu Leu Gly His Pro Arg Val Leu Ala Asp Ser Phe 

340 345 350 

Pro Gly Ser Ser Pro Tyr Glu Gly Tyr Asn Tyr Gly Ser Phe Glu Asn 

355 360 365 

Val Ser Gly Ser Thr Asp Gly Leu Val Asp Ser Ala Gly Thr Gly Asp 
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gtgatcacct accagacggt ggtgaatgtc 
1620 

ttcctctgcg cccacccact gggcaatctc 
1680 

gggtacatcc tgctggggct gcttttcctg 
1740 

aaccgggccc tgctgcgcaa tgacctctgt 
1800 

gggcttttct acgccatggg cacagccctg 
1860 

catgtgtgcc ccaactatac caatttccag 
1920 

ggactctgca tgctgaagct ctaccagaag 
1980 

agtgcctacg cctgcctggc cattgtcatc 
2040 

aaagggaaca cggcgttctg gatcgtcttc 
2100 

ctcagcacgc agctctatta catgggccgg 
2160 

atcctccacg tgctctacac agactgcatc 
2220 

cgcatggtgc tgctggtcat gggcaacgtc 
2280 

atcatgcgcc ccaatgattt cgcttcctac 
2340 

ctttacttcg ccttctacat catcatgaag 
2400 

cccctgctct gcatcgtttg cacctccgtg 
2460 

cagggactca gcacctggca gaaaacccct 
2520 

atcctcctcg acttctttga cgaccacgac 
2580 

ttcgggtcct tcctggtaag cgggcctccc 
2640 

gcagctgcct ccttctctgt gagctgatct 
2700 

tggatgacga cctggatact tagaaagggg 
2760 

cgtgcccagt cctagcctcg ctctaggacc 
2820 

ttcaggcaag ttctgtgtta gtcatgcaca 
2880 

agaattgccc cagctctggg caccctggcc 
2940 

ctggtccacc ccagatgctg aggatggggg 
3000 

ggaatgtgtt tttctcccaa acttgttttt 
3060 

gtgggtctgg atcttttctc agagcgtctc 
3120 

aatgaatttg catacaataa ccaaccagac 
3159 





aaoacatctcr 


ctactacaac 


Aaror c t~ t* ca 


acaacatcct 


cagcaacctg 


rtrahra t rr 

L. <w Ci ^- V- CI lol. 


I* y ^ s-v >— ^ j w 


gatcaaccac 


gccctggaa t 


cr tacr era tccc 


caaacacttt 


a tcra tacracrcr 


aactoctcaa 


tgettgetat 


f- t-rra r*a fa t~ 


cert tea tat a. 


catgatcgcc 


r-nrr f r^fcaa 
^-»y y 


acatcaacoc 


cagcgcctac 


ttcttctctg 


tgctgggcgt 


cicitctt taac 


tccatcattc 


acatcatcgc 


caccctgc tc 


tggaaactgg 


acteggggat 




cggcagtgca 


gcgggccgct 


i_ l. ct ^ y l. y y d 


atcaactggt 


cgctggctgc 


v ^ d w y y ^ ^ w v 


ttgttggcca 


ttggcatctg 


v— ci ci v-- i^y >— • l*w 


ctccggagtg gggagaggat 


raaarf r*a t c 
v^. d dy ^— ■ c ca 


gtctggggct 


tcgcgctctt 


f*t trt t cttc 


gcagagtcga 


gggagcacaa 




atctggcact 


tcctctcctc 


catcgccatg 


ggcgcagcgt 


tgaggataac 


Qtaaaaacita 


ggcgtccaca 


ccccaggtgt 


tagctgacac 


cttcaggaag ggatgtgctg 


tttccctcta 


cagggctggc 


ttctaagttt 


ccgtccagtc 


cacataccta 


tgaaaccttg 


aagtttacaa 


accctggtcc 


ttggatcccc 


ttcgtcccac 


agctcaggcg 


gggcctctgc 


tttggggatg 


atagctctgc ttgaagggct 


gggagatgag 


catgctatgg 


ttgeatttec 


gttttctatg 


tcagtaaaa 
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<400> -4243 

ngccgcaacc cgtcccggag gtgtcctgtc tcctgtcgcc gccgccgccg ccaccaccgc 
60, 

tgccactgcc gccctgccgg ggccatgttc gctctgggct tgcccttctt ggtgctcttg 
120 

gtggcctcgg tcgagagcca tctgggggtt ctggggccca agaacgtctc gcagaaagac 
180 

gccgagtttg agcgcaccta. cgtggacgag gtcaacagcg agctggtcaa catctacacc 
240 

ttcaaccata ctgtgacccg caacaggaca gagggcgtgc gtgtgtctgt gaacgtcctg 
300 

aacaagcaga agggggcgcc gttgctgttt gtggtccgcc agaaggaggc tgtggtgtcc 
360 

ttccaggtgc ccctaatcct gcgagggatg tttcagcgca agtacctcta ccaaaaagtg 
420 

gaacgaaccc tgtgtcagcc ccccaccaag aatgagtcgg agattcagtt cttctacgtg 
480 

gatgtgtcca ccctgtcacc agtcaacacc acataccagc tccgggtcag ccgcatggac 
540 

gattttgtgc tcaggactgg ggagcagttc agcttcaata ccacagcagc acagccccag 
600 

tacttcaagt atgagttccc tgaaggcgtg gactcggtaa ttgtcaaggt gacctccaac 
660 

aaggccttcc cctgctcagt catctccatt caggatgtgc tgtgtcctgt ctatgacctg 
720 

gacaacaacg tagccttcat cggcatgtac cagacgatga ccaagaaggc ggccatcacc 
780 

gtacagcgca aagacttccc cagcaacagc ttttatgtgg tggtggtggt gaagaccgaa 
840 

gaccaagcct gcgggggctc cctgcctttc taccccttcg cagaagatga accggtcgat 
900 

caagggcacc gccagaaaac cctgtcagtg ctggtgtctc aagcagtcac gtctgaggca 
960 

tacgtcagtg ggatgctctt ttgcctgggt atatttctct ccttttacct gctgaccgtc 
1020 

ctcctggcct gctgggagaa ctggaggcag aagaagaaga ccctgctggt ggccattgac 
1080 

cgagcctgcc cagaaagcgc ttctctcctt ggtcaccctc gagtcctggc tgattctttt 
1140 

cctggcagtt ccccttatga gggttacaac tatggctcct ttgagaatgt ttctggatct 
1200 

accgatggtc tggttgacag cgctggcact ggggacctct cttacggtta ccaggggcac 
1260 

gaccagttca agcggcgcct cccctctggc cagatgcggc agctgtgcat tgccatgggc 
1320 

cgctcctttg aacctgtagg t'actcggccc cgagtggact ccatgagctc tgtggaggag 
1380 

gatgactacg acacattgac cgacatcgat tccgacaaga atgtcattcg caccaagcaa 
1440 

tacctctatg tggctgacct ggcacggaag gacaagcgtg ttctgcggaa aaagtaccag 
1500 

atctacttct ggaacattgc caccattgct gtcttctatg cccttcctgt ggtgcagctg 
1560 
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<210> 4241 
<211> 479 
<212> DNA 

<213> Homo sapiens 
<400> 4241 ' 

nacgcgtttt ctgaaaggag cttcctggca ctcaccagcc gcttcctgtt tggactcctg 
60 

aacgaggaga ccaggagcca cctggagaag agtctctgct ggaaggtctc gccgcacatc 
120 

aagatggacc tgttgcagtg gatccaaagc aaaactcaga gcgacggctc caccctgcag 
180 

cagggctcct tggagttctt cagctgcttg tacgagatcc aggaggagga gtttatccag 
240 

caggccctga gccacttcca ggtgatcgtg gtcagcaaca ttgcctccaa gatggagcac 
300 

atggtctcct cgttctgtct gaagcgctgc aggagcgccc aggtgctgca cttgtatggc 
360 

gccacctaca gcgcggacgg ggaagaccgc gcgaggtgtc cgcaggagcg cacacgctgt 
420 

tggtgcagct accagagagg cccgttctgc tggacgccta cagtgaacat ctggcagcg 
479 

<210> 4242 
<211> 159 
<212> PRT 

<213> Homo sapiens 
<400> 4242 

Xaa Ala Phe Ser Glu Arg Ser Phe Leu Ala Leu Thr Ser Arg Phe Leu 

1 -5 10 15 

Phe Gly Leu Leu Asn Glu Glu Thr Arg Ser His Leu Glu Lys Ser Leu 

20 25 30 

Cys Trp Lys Val Ser Pro His lie Lys Met Asp Leu Leu Gin Trp lie 

35 40 45 

Gin Ser Lys Thr Gin Ser Asp Gly Ser Thr Leu Glri Gin Gly Ser Leu 

50 55 60 

Glu Phe Phe Ser Cys Leu Tyr Glu lie Gin Glu Glu Glu Phe lie Gin 
65 70 75 80 

Gin Ala Leu Ser His Phe Gin Val He Val Val Ser Asn lie Ala Ser 

85 90 95 

Lys Met Glu His Met Val Ser Ser Phe Cys Leu Lys Arg Cys Arg Ser 

100 105 HO 

Ala Gin Val Leu His Leu Tyr Gly Ala Thr Tyr Ser Ala Asp Gly Glu 

115 120 125 

Asp Arg Ala Arg Cys Pro Gin Glu Arg Thr Arg Cys Trp Cys Ser Tyr 

130 135 140 

Gin Arg Gly Pro Phe Cys Trp Thr Pro Thr Val Asn He Trp Gin 
145 ' 150 155 

<210> 4243 

<211> 3159 

<212> DNA 

<213> Homo sapiens 
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435 440 445 

Pro Gin Leu Cys Pro Gly Ser Ala Pro Lys Thr His Gly Glu Ser Asp 

450 455 460 

Lys Gly Pro His Thr Ser Pro Ser His Thr Leu Gly Lys Ala Ser Pro 
465 470 475 480 

Ser Pro Ser Leu Ser Ser Tyr Ser Asp Pro Asp Ser Gly His Tyr Cys 

485 490 495 

Gin Leu Gin Pro Pro Val Arg Gly Ser Arg Glu Trp Ala Ala Thr Glu 

500 505 510 

Thr Ser Ser Gin Gin Ala Arg Ser Tyr Gly Glu Arg Leu Lys Glu Leu 

515 520 525 

Ser Glu Asn Gly Ala Pro Glu Gly Asp Trp Gly Lys Thr Phe Thr Val 

530 535 540 

Pro lie Val Glu Val Thr Ser Ser Phe Asn Pro Ala Thr Phe Gin Ser 
545 550 555 560 

Leu Leu lie Pro Arg Asp Ash Arg Pro Leu Glu Val Gly Leu Leu Arg 

565 570 575 

Lys Val Lys Glu Leu Leu Ala Glu Val Asp Ala Arg Thr Leu Ala Arg 

580 585 590 

His Val Thr Lys Val Asp Cys Leu Val Ala Arg lie Leu Gly Val Thr 

595 600 605 

Lys Glu Met Gin Thr Leu Met Gly Val Arg trp Gly Met Glu Leu Leu 

610 615 620 

Thr Leu Pro His Gly Arg Gin Leu Arg Leu Asp Leu Leu Glu Arg Phe 
625 630 635 640 

His Thr Met Ser He Met Leu Ala Val Asp He Leu Gly Cys Thr . Gly 

645 650 ' 655 

Ser Ala Glu Glu Arg Ala Ala Leu Leu His Lys Thr He Gin Leu Ala 

660 665 670 

Ala Glu Leu Arg Gly Thr Met Gly Asn Met Phe Ser Phe Ala Ala Val 

675 ' 680 685 

Met Gly Ala Leu Asp Met Ala Gin He Ser Arg Leu Glu Gin Thr Trp 

690 695 700 

Val Thr Leu Arg Gin Arg His Thr Glu Gly Ala He Leu Tyr Glu Lys 
705 710 715 720 

Lys Leu Lys Pro Phe Leu Lys Ser Leu Asn Glu Gly Lys Glu Gly Pro 

725 730 735 

Pro Leu Ser Asn Thr Thr Phe Pro His Val Leu Pro Leu He Thr Leu 

740 745 750 

Leu Glu Cys Asp Ser Ala Pro Pro Glu Gly Pro Glu Pro Trp Gly Ser 

755 760 765 

Thr Glu His Gly Val Glu Val Val Leu Ala His Leu Glu Ala Ala Arg 

770 775 780 

Thr Val Ala His His Gly Gly Leu Tyr His Thr Asn Ala Glu Val Lys 
785 790 795 800 

Leu Gin Gly Phe Gin Ala Arg Pro Glu Leu Leu Glu Val Phe Ser Thr 

805 810 815 

Glu Phe Gin Met Arg Leu Leu Trp Gly Ser Gin Gly Ala Ser Ser Ser 

820 825 830 

Gin Ala Arg Arg Tyr Glu Lys Phe Asp Lys Val Leu Thr Ala Leu Ser 

835 840 845 

His, Lys Leu Glu Pro Ala Val Arg Ser Ser Glu Leu 
850 855 860 
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! 5 10 . 15 

Phe Lys Gly Phe Gly Ser Leu Ser Asn Leu Pro Arg Ser Phe Thr Leu 

20 25 3° 

Arg Arg Ser Ser Ala Ser He Ser Arg Gin Ser His Leu Glu Pro Asp 

35 40 - 45 . 

Thr Phe Glu Ala Thr Gin Asp Asp Met Val Thr Val Pro Lys Ser Pro 

50 " 55 60 

Pro Ala Tyr Ala Arg Ser Ser Asp Met Tyr Ser His Met Gly Thr Met 

65 70 75 80 

Pro Arg Pro Ser lie Lys Lys Ala Gin Asn Ser Gin Ala Ala Arg Gin 

85 90 . 95 

Ala Gin Glu Ala Gly Pro Lys Pro Asn Leu Val Pro Gly Gly Val Pro 

100 105 11° 

Asp Pro Pro Gly Leu Glu Ala Ala Lys Glu Val Met Val Lys Ala Thr 

115 - 120 125 

Gly Pro Leu Glu Asp Thr Pro Ala Met Glu Pro Asn Pro Ser Ala Val 

130 135 "0 

Glu Val Asp Pro lie Arg Lys Pro Glu Val Pro Thr Gly Asp Val Glu 
145 150 155 160 

Glu Glu Arg Pro Pro Arg Asp Val His Ser Glu Arg Ala Ala Gly Glu 

165 170 I 75 

Pro Glu Ala Gly Ser Asp Tyr Val Lys Phe Ser Lys Glu Lys Tyr He 

180 185 190 

Leu Asp Ser Ser Pro Glu Lys Leu His Lys Glu Leu Glu Glu Glu Leu 

195 200 205 

Lys Leu Ser Ser Thr Asp Leu Arg Ser His Ala Trp Tyr His Gly Arg 

210 215 220 

He Pro Arg Glu Val Ser Glu Thr Leu Val Gin Arg Asn Gly Asp Phe 
230 235 240 

Su He Arg Asp Ser Leu Thr Ser Leu Gly Asp Tyr Val Leu Thr Cys 

245 " 250 255 

Arg Trp Arg Asn Gin Ala Leu His Phe Lys He Asn Lys Val Val Val 

250 265 270 

Lys Ala Gly Glu Ser Tyr Thr His lie Gin Tyr Leu Phe Glu Gin Glu 

275 280 285 

Ser Phe Asp His Val Pro Ala Leu Val Arg Tyr His Val Gly Ser Arg 

290 295 300 

Lys Ala Val Ser Glu Gin Ser Gly Ala He He Tyr Cys Pro Val Asn 
305 310 315 320 

Arg Thr Phe Pro Leu Arg Tyr Leu Glu Ala Ser Tyr Gly Leu Gly Gin 

325 330 335 

Gly Ser Ser Lys Pro Ala Ser Pro Val Ser Pro Ser Gly Pro Lys Gly 

340 345 350 

Ser His Met Lys Arg Arg Ser Val Thr Met Thr Asp Gly Leu Thr Ala 

355 360 365 

Asp Lys Val Thr Arg Ser Asp Gly Cys Pro Thr Ser Thr Ser Leu Pro 

370 375 380 

Arg Pro Arg Asp Ser He Arg Ser Cys Ala Leu Ser Met Asp Gin He 
385 390 395 400 

Pro Asp Leu His Ser Pro Met Ser Pro He Ser Glu Ser Pro Ser Ser 

405 410 415 

Pro Ala Tyr Ser Thr Val Thr Arg Val His Ala Ala Pro Ala Ala Pro 

420 425 430 

Ser Ala Thr Ala Leu Pro Ala Ser Pro Val Ala Arg Cys Ser Ser Glu 
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aaccggccac tggaggtggg ccttctgcgc aaggtcaagg agctgctggc agaagtggat 



1860 



gcccggacgc tggcccggca tgtcaccaag gtggactgcc tggttgctag gatactgggc 



1920 



gttaccaagg agatgcagac cctaatggga gtccgctggg gcatggaact gctcaccctc 



1980 



ccccatggcc ggcagctacg cctagacctg ctggaaaggt tccacaccat gtccatcatg 



2040 



ctggccgtgg acatcctggg ctgcaccggc tctgcggagg agcgggcagc gctgctgcac 



2100 



aagaccattc agctggcggc cgagctacgg gggactatgg gcaacatgtt cagcttcgcg 



2160 



gcggtcatgg gtgccctgga catggctcag atttctcggc tggagcagac atgggtgacc 



2220 



ctgcggcagc gacacacaga gggtgccatc ctgtacgaga agaagctcaa gccttttctc 



2280 



aagagcctca acgagggcaa agaaggcccg ccgctgagca acaccacgtt tcctcatgtg 



2340 



ctgcccctca tcaccctgct ggagtgtgac tcggccccac. cagagggccc tgagccctgg 



2400 



ggcagcacgg agcacggcgt ggaggtggtg ctggctcacc tggaggccgc ccgcacagtg 



2460 



gcacaccacg gaggcctgta ccacaccaat gctgaagtca agctgcaggg gttccaggcc 



2520 



cggccggagc tcctggaggt gttcagcacg gagttccaga tgcgccttct ctggggcagt 



2580 



cagggtgcca gcagcagcca ggcccggcgc tatgagaagt tcgacaaggt cctcactgcc 



2640 



ctgtcccaca agctggaacc tgctgtccgc tccagcgagc tgtgacccca gggacatttc 



2700 



ccctctgcag ctgcggacag cgtcaggggc agaggggcac acaactttcc ccagagcacc 



2760 



ccaaggacac tgtgatcaac ccgagaatgt tctgggttca actcaagcat ctcccttgca 



2820 



cctccagggt cctgcgtgga ctctgggttc catcccacct gctacatgct caccaggtct 



2880 



ccattgagga agaacaggaa cgccggttcc cccaccagct tttgctgctc cccttcctgc 



2940 



tggggttccc tgttttcgag ccatgggagg caggctgctc acgcctcctc actctctgtc 



3000 

tgtccctcac caacaccaag gcctccatct cactgtaaat aagtctctgt tctgtaaata 
3060 

gatgtacaga agccatgtta tttctttcat ataataaact tttatgactc tttaaaaaaa 

3120 

aaaaaaa 

3127 

<210> 4240 

<211> 860 

<212> PRT 

<213> Homo sapiens 

<400> 4240 

Met Thr Glu Gly Thr Lys Lys Thr Ser Lys Lys Phe Lys Phe Phe Lys 
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cctcggtcct tcactctgag acgatcctca 
240 

cctgacacct ttgaagccac gcaggatgac 
300 

tatgcccgct ccagtgacat gtacagccac 
360 

aaagcacaga actcacaggc tgcccggcag 
420 

gtacccggag gtgtacccga ccccccaggc 
480 

gccactggcc ctctagagga caccccagca 
540 

gaccccatca gaaagcctga ggtccccaca 
600 

gacgtgcact cagaaagggc tgctggagag 
660 

tccaaggaga agtacatcct ggactcatcg 
720 

gagctcaaac tcagcagcac ggatctccgc 
780 

cgagaggtct cggagacctt ggtacaacgc 
840 

accagcctgg gcgactatgt gctcacgtgc 
900 

atcaacaagg tggtggtgaa ggcaggcgag 
960 

caggagagct ttgaccacgt gcccgccctc 
1020 

gtgtcagagc agagtggtgc catcatctac 
1080 

tacctcgaag ccagctatgg cctgggacag 
1140 

ccctcaggcc ccaagggcag ccacatgaag 
1200 

actgctgaca aggtcacccg cagcgatggc 
1260 

cgggactcca tccgcagctg tgccctcagc 
1320 

atgtcgccca tctccgagag ccctagctcc 
1380 

gccgcccctg cagccccttc tgccacagca 
1440 

agtgagcccc agctgtgtcc cggaagtgcc 
1500 

ccccacacca gcccctccca cacccttggc 
1560 

tacagtgacc cggactctgg ccactactgc 
1620 

gagtgggcag cgactgagac ctccagccag 
1680 

gaactgtcag aaaatggggc ccctgaaggg 
1740 

gtggaagtca cttcttcctt caacccggcc 
1800 



gcttccatca 


gtaggcagtc 


ccat ttggag 


atggtgacgg 


tgcccaagag 


tcccccagcc 


atgggcacca 


tgcctcgccc 


cagcatcaag 


gcccaggagg 


cgggtcccaa 


gcccaacttg 


ttggaggcag 


ccaaagaggt 


gatggtgaag 


atggaaccca 


acccttcagc 


agtggaggta 


ggagacgtag 


aagaggagag 


acctcccagg 


ccagaggctg gcagcgacta 


tgtgaagttc 


ccagagaaac 


tccacaagga 


attggaggag 


agccatgcct 


qataccatag 

3 3 J3 


ccgcatcccc 


aacggcgact 


tcctcatccg 


ggactcactc 


ccrctcrcrcQca 


accaggcctt 


gcacttcaag 


agctacacac 


acatccagta 


cctgtttgag 


gtgcgctatc 


atgtgggcag 


ccgcaaggct 


tgcccggtga 


accgcacctt 


cccactgcgc 


gggagtagca 


agcctgctag 


ccccgtcagc 


cggcgcagcg 


tcaccatgac 


cgatgggctc 


tgccccacca 


gtacgtcgct 


gccccgccct 


atggaccaga 


tcccagacct 


gcactcaccc 


cctgcctaca 


gcactgtaac 


ccgtgtccat 


ttgcctgcct 


cccctgtcgc 


ccgctgttcc 


ccaaagaccc 


atggggagtc 


agacaagggc 


aaggcctccc 


cgtcaccatc 


actcagcagc 


cagctccagc 


ctcccgtgcg 


tggcagccga 


caggccagga 


gctatgggga 


gaggctaaag 


gactggggca 


agaccttcac 


agtccccatc 


accttccagt 


cactactgat 


ccccagggat 
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tgatggtggc cacaccagcc ctgatgggag tgggcaccct gatgggctca ggcctccgaa 
120 

aattgtctcg ccagtgtcag gagcaggtac cggcattcct ggccatcctc ttcaccctcc 
180 

ccacaccgtt tctctttcca ctccccggaa ctcctccctg tccccatcct ggactccttg 
240 

tcctgttttt tggactcctt gtcctgtttc ctggactcct tgcagatcgc cagggcaatg 
300 

ggcgtagcag acgaggccct gggcaatgtg cggactgtgc gtgccttcgc catggagcaa 
360 

cgggaagagg agcgctatgg ggcagagctg gaagcctgcc gctgccgagc agaggagctg 
420 

ggccgcggca tcgccttgtt ccaagggctt tccaacatcg ccttcaactg tgagtgagcc 
480 

atttgggggc tggaggggcg cttgtgggct ggggaggagc tgggagcagc caaggcaggc 
540 

aaggccctcc cttcacgcgt 
560 

<210> 4238 

<211> 124 

<212> PRT 

<213> Homo sapiens 

<400> 4238 

Trp Ala Gin Ala Ser Glu Asn Cys Leu Ala Ser Val Arg Ser Arg Tyr 

1 5 10 15 

Arg His Ser Trp Pro Ser Ser Ser Pro Ser Pro His Arg Phe Ser Phe 

20 25 30 

His Ser Pro Glu Leu Leu Pro Val Pro He Leu Asp Ser Leu Ser Cys 

35 40 45 

Phe Leu Asp Ser Leu Ser Cys Phe Leu Asp Ser Leu Gin He Ala Arg 

50 55 60 

Ala Met Gly Val Ala Asp Glu Ala Leu Gly Asn Val Arg Thr Val Arg 
65 70 75 80 

Ala Phe Ala Met Glu Gin Arg Glu Glu Glu Arg Tyr Gly Ala Glu Leu 

85 90 95 

Glu Ala Cys Arg Cys Arg Ala Glu Glu Leu Gly Arg Gly He Ala Leu 

100 105 HO 

Phe Gin Gly Leu Ser Asn He Ala Phe Asn Cys Glu 
115 120 

<210> 4239 

<211> 3127 

<212> DNA 

<213> Homo sapiens 

<400> 4239 

nngaaagggg aaggggagtt gggagaggca cctcaacttt gatgtcccga gccttgagtg 
60 

gccactcgca agctggccaa gggcttcaca caatttgcca agatgacaga ggggaccaag 
120 

aagaccagca aaaagttcaa gttcttcaag ttcaagggct ttgggagtct ctccaacctc 
180 
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ttgatcggaa ttcaggcatg ctgcgaagga aggtagaagt ggtaacacgg gttttcgagg 

Ittatcgtca cgaggagcat gcacacaatg tcaacactgc tttttagtga atgaccatat 

cttcagcatg tcgtttctgg attattacct acaaattctg atgttaaata gagtagtatt 

tatacttaat atttcatctt gatcataatg aattgtgcat cctttttttc atttaagtat 

tgtactgttg agaattatac cttagttttg tttttagtat tagaaaatca aaattatact 
-960 

agcccctttg t 
971 

<210> 4236 
<211> 198 
<212> PRT 

<213> Homo sapiens 



Ala Pro Thr Ala Ala Val Ala Thr Thr Thr Ser Ser Ser Thr Met Gin 

5 , > 10 15 

Phe Thr Ser lie Ser Asn Ser Leu Thr Ser Thr Ala Ala lie Gly Leu 

20 25 30 

Ser Phe Thr Thr Ser Thr Thr Thr Thr Ala Thr Phe Thr Thr Asn Thr 



40 45 



Thr Thr Thr lie Thr Ser Gly Phe Thr Val Asn Gin Asn Gin Leu Leu 

50 55 ' 60 

Ser Arg Gly Phe Glu Asn Leu Val Pro Tyr Thr Ser Thr Val Ser Val 

65 70 7 5 80 

Val Ala Thr Pro Val Met Thr Tyr Gly His Leu Glu Gly Leu He Asn 

85 90 95 

Glu Trp Asn Leu Glu Leu Glu Asp Gin Glu Lys Tyr Phe Leu Leu Gin 

100 1°5 HO 

Ala Thr Gin Val Asn Ala Trp Asp His Thr Leu He Glu Asn Gly Glu 

115 I 20 125 

Met He Arg He Leu His Gly Glu Val Asn Lys Val Lys Leu Asp Gin 

130 135 140 

Lys Arg Leu Glu Gin- Glu Leu Asp Phe He Leu Ser Gin Gin Gin Glu 

Glu Ser Thr Arg Asp Gin 
165 1™ 175 

Gly Leu His Tyr Leu Gin Asp Ala Asp Glu Glu His Val Glu He Ser 

180 185 190 

Thr Arg Ser Ala Glu Phe 
195 

<210> 4237 

<211> 560 

<212> DNA 

<213> Homo sapiens 



145 150 "5 I" 

Leu Glu Phe Leu Leu Thr Tyr Leu Glu Glu Ser Thr Arg Asp Gin Ser 



cccaggtggc aggctgctgg tggtccctgt ccatgctgtc gacacgcctc acgctgctgc 
60 
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645 650 655 



Lys 


Glu 


Leu 


Val 


Gly Glu 


Ala He 


Arg 


Arg Gin 


Leu 


Ala Ser 


Ser 


Glu 








660 








665 






670 






Tyr 


Gin 


Glu 


Ala 


Gly Asp 


Gly Val 


Leu 


Lys Pro 


Glu 


Gly Gly Gly 


Met 






675 








680 








685 






Leu 


Ser 


Glu 


Glu 


Leu 


Lys 


Trp Ala 


Ser 


Arg Pro 


Glu 


Ser Met 


Lys 


Leu 




690 










695 






700 








Ser Gly 


Arg 


Glu 


Arg Glu 


Met Asp 


Ser 


Ser Ala 


Ser 


Ser Leu 


Arg 


Thr 


705 










710 






715 








720 


Gin 


Pro 


Asn 


Pro 


Gin 


Lys 


Leu Trp Glu Asp He 


Pro 


Glu Leu 


Pro 


Pro 










725 








730 






735 




He 


His 


Ser 


Ser 


Leu 


Ala 


Pro Pro 


Ser 


Gly His 


Met 


Leu Gly Asn 


Glu 








740 








745 






750 






Asn 


Lys 


Thr 


Glu 


Thr 


Asp 


Asp Asn 


Gin 


Phe Thr 


Lys 


Ser His 


Ser 


Arg 






755 








760 








765 






Leu 


Ser 


Ser 


Gin 


lie 


Gin 


Val Val 


Gly Asn Val 


Gly Arg Leu 


His 


Gly 




770 










775 






780 








Val 


Thr 


Pro 


Val 


Lys 


Leu 


Cys Arg 


Lys 


Glu Leu 


Arg 


Gin He 


Ser 


Ala 


785 










790 






795 








800 


Leu 


Glu 


Leu 


Ser 


Leu 


Arg 


Arg Ser 


Ser 


Leu Gly 


Val 


Gly He 


Gly 


Ser 










805 








810 






815 




Met 


Ala 


Ala 


Asp 


Ser 


He 


Glu Val 


Ser 


Arg Lys 


Pro 


Arg Asp 


Leu 


Lys 



820 825 830 

Thr 



<210> 4235 

<211> 971 

<212> DNA 

<c213> Homo sapiens 

<400> 4235 

agttaggctc caacagctgc tgttgccacc 
tcaatatcaa attctttgac ctccactgct 
actaccaccg ccactttcac caccaacact 
aaccaaaacc aactgttatc aagagggttt 
agtgtagtag caactcctgt gatgacatat 
aaccttgagc tggaagatca agagaagtac 
tgggaccata cattgattga gaatggtgag 
aaagtgaaac tggatcagaa aagattggaa 
caggaactag aatttctgtt gacttattta 
cattatctgc aggatgcaga tgaggagcat 
tgaatgccca tatggactcc ctgcagtgga 



ngacagcgag cgggggcgac ttgccaataa 
60 

accactagtt caagcaccat gcagtttacc 
120 

gctattgggc tctcatttac aacttcaacg 
180 

actaccacaa tcaccagtgg ctttactgtg 
240 

gaaaaccttg taccttatac ttcaactgtt 
300 

ggtcatctgg agggtcttat aaatgagtgg 
.360 

tttcttctcc aggccactca ggtcaatgct 
420 

atgattcgta ttttacatgg agaagtgaac 
480 

caagaattgg attttatcct gtcacagcag 
540 

gaggagtcta cgcgtgacca gagtggactt 
600 

gtggagatct ccaccagatc tgcagaattc 
660 
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210 215 220 

Val Ala Met Lys Val Lys Leu Gin Lys Glu Phe Arg Lys Lys Val Asp 
225 230 '235 ' 240 

Ala Ala Lys Leu Arg Val Gin Val Leu Gin Lys Lys Gin Gin Asp Ser 

245 250 255 

Lys Lys Leu Ala Ser Leu Ser lie Gin Asn Glu Lys Arg Ala -Asn Glu 

260 265 270 

Leu Glu Gin Ser Val Asp His Met Lys Tyr Gin Lys lie Gin Leu Gin 

275 280 285 

Arg Lys Leu Arg Glu Glu Asn Glu Lys Arg Lys Gin Leu Asp Ala Val 

290 295 300 

lie Lys Arg Asp Gin Gin Lys lie Lys Val lie Gin Leu Lys Thr Gly 
305 310 315 320 

Gin Glu Glu Gly Leu Lys Pro Lys Ala Glu Asp Leu Asp Ala Cys Asn 

325 ' 330 335 

Leu Lys Arg Arg Lys Gly Ser Phe Gly Ser lie Asp His Leu Gin Lys 

340 345 350 

Leu Asp Glu Gin Lys Lys Trp Leu Asp Glu Glu Val Glu Lys Val Leu 

355 360* 365 

Asn Gin Arg Gin Glu Leu Glu Glu Leu Glu Ala Asp Leu Lys Lys Arg 

370 " 375 380 

Glu Ala lie Val Ser Lys Lys Glu Ala Leu Leu Gin Glu Lys Ser His 
385 390 395 400 

Leu Glu Asn Lys Lys Leu Arg Ser Ser Gin Ala Leu Asn Thr Asp Ser 

405 410 415 

Leu Lys lie Ser Thr Arg Leu Asn Leu Leu Glu Gin Glu Leu Ser Glu 

420 425 . 430 

Lys Asn Val Gin Leu Gin Thr Ser Thr Ala Glu Glu Lys Thr Lys lie 

435 ' 440 445 

Ser Glu Gin Val Glu Val Leu Gin Lys Glu Lys Asp Gin Leu Gin Lys 

450 455 460 

Arg Arg His Asp Val Asp Glu Lys Leu Lys Asn Gly Arg Val Leu Ser 
465 470 475 480 

Pro Glu Glu Glu His Val Leu Phe Gin Leu Glu Glu Gly lie Glu Ala 

485 490 495 

Leu Glu Ala Ala lie Glu Tyr Arg Asn Glu Ser lie Gin Asn Arg Gin 

500 505 510 

Lys Ser Leu Arg Ala Ser Phe His Asn Leu Ser Arg Gly Glu Ala Asn 

515 s 520 * '525 

Val Leu Glu Lys Leu Ala Cys Leu Ser Pro Val Glu lie Arg Thr He 

530 535 * 540 

Leu Phe Arg Tyr Phe Asn Lys Val Val Asn Leu Arg Glu Ala Glu Arg 
545 550 555 560 

Lys Gin Gin Leu Tyr Asn Glu Glu Met Lys Met Lys Val Leu Glu Arg 

565 570 575 

Asp Asn Met Val Arg Glu Leu Glu Ser Ala Leu Asp His Leu Lys Leu 

580 585 590 

Gin Cys Asp Arg Arg Leu Thr Leu Gin Gin Lys Glu His Glu Gin Lys 

595 600 605 

Met Gin Leu Leu Leu His His Phe Lys Glu Gin Asp Gly Glu Gly He 

610 615 620 

Met Glu Thr Phe Lys Thr Tyr Glu Asp Lys He Gin Gin Leu Glu Lys 
625 630 635 640 

Asp Leu Tyr Phe Tyr Lys Lys Thr Ser Arg Asp His Lys Lys Lys Leu 
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cagtttacaa aatctcacag tcgactgtca tcccaaattc aggttgtggg aaatgtggga 
2340 

cgacttcatg gtgtcacacc tgtaaaactg tgtcgaaaag aattacgtca aatttccgcc 
2400 

ttggaactat cattgcgacg ttccagtctt ggagttggca ttggatcaat ggctgctgat 
2460 

tccatcgaag tatctaggaa accaagggac ttaaaaactt agacattgaa taatagaact 
2520 

tttagtagat atgtaaaaag attccttttt ctaacctgtt aaaaactaaa gctcaagttc 
2580 

actacctctt tcctcagaat aaaggaagaa ggggaggaag gaatccctaa ttcttttata 
2640 . 

tgctatagat gtgtacatct tctatatata tttggggagt tttagtttat attcccatag. 
2700 

taatcaaaca tgttttccaa tacttgataa catttaaata tttataaata cgcttaaatg 
2760 

tttttccagg catatttgaa gattaaaact agtaatagac taaaaaaaaa aaaaaaaaaa 

2820 

aaaaaag 

2827 

<210> 4234 
<211> 833 
<212> PRT 

<213> Homo sapiens 



<400> 4234 
Gly Ser Leu Lys 
1 

Gly lie lie Phe 
20 

Thr Cys Lys Val 
35 

Phe- Ala Gly Phe 
50 

Glu Gin Asp Lys 
65 

Glu Glu Ser Glu 

Ser Trp lie Gin 
100 

Asp Thr Gin Asp 
115 

Lys lie Asp Cys 
130 

Lys Asn Ser Glu 
145 

Leu Thr Val Asn 

Lys Thr Gly Asn 
180 

Val Thr Lys Leu 
195 

Glu Thr Gin Lys 



Gly Asp His lie 
5 

lie Ser His Gin 

His Thr Ser Pro 
40 

Arg Thr Arg Ser 
55 

Val Leu His Cys 
70 

Gly Gin Glu Lys 
85 

Lys Pro Asp Ser 

Glu Thr Gin Lys 
120 

Leu Gin Glu Ser 
135 

Arg lie Leu Thr 
150 

lie Lys Met Lys 
165 

Asp Ala Lys Ser 

Glu His Asp Ala 
200 

Gin Leu Gin Glu 



Leu Tyr His Leu 
10 

Asp Lys lie Pro 
25 

Pro Met Tyr Ser 

Gin Met Leu Leu 
60 

Gin Phe Ser Asp 
75 

Ser Gly Thr Arg 
90 

Val Cys Ser Leu 
105 

Ser Asp Leu Glu 

Gin Glu Leu Asn 
140 

Glu Ala Lys Gin 
155 

Glu Asp Leu lie 
170 

Val Ser Lys Gin 
185 

Glu Gin Ala Lys 
Leu Glu Asn Lys 



lie Leu lie Trp 
15 

Gly Gly Gly lie 
30 

Leu Asp Arg lie 
45 

Gly His lie Glu 

Asn Ser Asp Asp 
80 

Cys Arg Ser Arg 
95 

Val Glu Leu Ser 
110 

Asn Glu Asp Leu 
125 

Leu Gin Lys Leu 

Lys Met Arg Glu 
160 

Lys Glu Leu lie 
175 

Tyr Thr Leu Lys 
190 

Val Glu Leu Thr 
205 

Asp Leu Ser Asp 
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gatctttctg atgttgcaat gaaggtaaaa 
720 

gctgcaaagc tgagagttca ggtcttacag 
780 

tcactgtcaa tccaaaatga gaaacgtgct 
840 

aaatatcaaa agatacagct acaaagaaaa 
900 

ctggatgcag taattaagcg ggaccagcaa 
960 

caggaagaag gtctaaaacc gaaagctgag 
1020 

aaaggttcgt ttggaagtat agaccatctc 
1080 

gatgaagaag tagagaaagt tctgaaccaa 
114 0 

ttaaagaaac gggaggccat agtttctaag 
1200 

ctggaaaata agaaattgag atctagtcag 
1260 

actcgcctga acttactgga acaagagttg 
1320 . 

acagctgagg agaaaacaaa gatttcagaa 
1380 

cagctccaga aacgcagaca cgatgtggat 
1440 

cctgaagaag aacatgttct tttccaactt 
1500 

attgaataca ggaatgaaag tatccagaat 
1560 

aacctctctc gtggtgaagc aaatgtcttg 
1620 

attagaacta ttcttttcag atatttcaat 
1680 

aaacaacagt tatataatga agaaatgaaa 
1740 

cgtgaattag aatctgcact ggaccatcta 
1800 

cagcaaaagg aacacgaaca aaagatgcag 
1860 

ggagaaggca ttatggaaac tttcaaaaca 
1920 

gatctttatt tctataagaa aaccagccgg 
1980 

ggggaagcaa ttcggcggca actagcatca 
2040 

ctgaagccag aaggaggagg catgctttca 
2100 

agtatgaaat taagtggaag agaaagagaa 
2160 

cagccaaatc ctcaaaagct ctgggaagat 
2220 

ttagcacccc ccagtgggca tatgttaggt 
2280 



ttacagaaag agtttcgtaa aaaggtggat 
aagaagcaac aagatagtaa gaaactggca 
aatgaactag agcagagtgt agatcacatg 
ctacgagaag aaaatgaaaa aaggaagcaa 
aaaatcaaag taatacaatt aaaaacagga 
gaccttgatg catgtaactt gaaaaggaga 
cagaaattgg atgagcaaaa gaaatggtta 
cgccaagaat tagaggagct ggaagcagac 
aaggaggctc tgttacagga gaagagtcac 
gccttaaaca cagatagttt gaaaatatca 
tctgaaaaga atgtgcagct ccagaccagt 
caagttgaag tcctccagaa agaaaaggat 
gaaaaactta aaaatggtag agtgttatca 
gaagaaggga tagaagcttt ggaagctgca 
cgccagaagt cacttagagc atcattccat 
gaaaagctag cttgcctgag tcctgttgag 
aaggtggtga atttgcgaga agctgaacgg 
atgaaagttc tggaacggga taatatggtt 
aaattgcagt gtgaccggag actgaccctc 
ttgctattac atcatttcaa agaacaagat 
tatgaagata aaatccagca gttggaaaaa 
gatcataaga agaaacttaa ggaactggta 
tcagagtatc aagaggctgg agatggagtc 
gaagaattaa aatgggcatc cagacctgaa 
atggacagtt cagcaagcag cttaagaaca 
atcccagaat tacctccaat tcatagttct 
aatgagaata aaacagaaac agatgataat 
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245 250 25S 

Ser His Pro Ser Gly Ser Gly Ala Lys Lys Glu Lys Ala Thr Gin Pro 

260 265 270 

Glu Thr Thr Glu Glu Val Thr Asp Leu Lys Arg Gin Ala Val Glu Glu 

275 280 285 

Met Met Asp Arg He Lys Lys Gly Val His Leu Arg Pro Val Asn Gin 

290 295 300 

Thr Ala Arg Pro Lys Thr Lys Pro Glu Ser Ser Lys Gly Cys Glu Ser 
305 310 315 320 

Ala Val Asp Glu Leu Lys Gly He Leu Gly Thr Leu Asn Lys Ser Thr 

325 330 335 

Ser Ser Arg Ser Leu Lys Ser Leu Asp Pro Glu Asn Ser Glu Thr Glu 

340 345 350 

Leu Glu Arg He Leu Arg Arg Arg Lys Val Thr Ala Glu Ala Asp Ser 

355 360 365 

Ser Ser Pro Thr Gly He Leu Ala Thr Ser Glu Ser Lys Ser Met Pro 

370 375 380 

Val Leu Gly Ser Val Ser Ser Val Thr Lys Thr Ala Leu Asn Lys Lys 
385 390 395 400 

Thr Leu Glu Ala Glu Phe Asn Ser Pro Ser Pro Pro Thr Pro Glu Pro 

405 410 415 

Gly Glu Gly Pro Arg Lys Leu Glu Gly Cys Thr Ser, Ser Lys Val Thr 
420 425 430 

Phe Gin 

<210> 4233 

<211> 2827 

<212> DNA . 

<213> Homo sapiens 



<400> 4233 

ggatccctga aaggagacca tatactgtac 
60 

atatcccatc aagacaagat tccaggaggg 
120 

cctatgtact ctctggatcg aatatttgct 
180 

ggtcacatag aagaacaaga taaggtcctc 
'240 

gaagaatcag aaggccaaga gaaatctgga 
300 

aagccagact ctgtttgttc ccttgttgaa 
360 

tcagatttgg agaatgaaga tttaaagatt 
420 

ttgcaaaaat taaagaattc agaacgcata 
480 

cttacagtta acatcaagat gaaggaagat 
540 

gatgccaagt ctgtaagcaa gcagtatact 
600 

gaacaggcaa aagtcgaact aactgaaaca 
660 



catttgatac tcatttgggg cattatattt 
ggaatcactt gcaaggtcca cacaagtccg 
ggatttcgaa cacgaagtca gatgctgttg 
cactgccaat tttctgataa cagtgatgat 
actagatgta gaagtcgttc atggattcag 
ttgagtgata ctcaggatga aacacaaaag 
gattgtctcc aggagagtca agaattgaat 
cttactgaag ccaaacaaaa aatgagagaa 
ctgattaaag aattaataaa aacaggtaac 
ttgaaagtaa caaagctaga gcatgatgca 
caaaagcagc tacaggagct ggaaaacaaa 
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aaatccatgc cagtgttggg ttctgtatcc agtgtaacaa aaacagcctt gaacaagaaa 
1200 

actctggagg cagaattcaa cagcccgtcc cccccaacac ctgagccagg tgaagggccc 
1260 

cgtaaattgg aaggatgcac aagttccaag gttacgtttc agtaagtaac gatgctcttt 
1320 

actaagtggt gtatagaaga atctgtaatg actaacttgt gtgtttcttt gatttgtttc 
1380 

ctttagagag attttgattg gctcgccggt aaattctctt cttcttttca tttgatgggc 
1440 

cagctttttc attctaggct cctagataag agatctaatt aagatccaaa gcaagtacca 
1500 

tgtacaaaga gaattacttc ccctaaactg gtttggtaat caggttctta tacacaaata 
1560 

attgatctgg atgatacaga ctctgcag 
1588 

<210> 4232 
<211> 434 
<212> PRT 

<213> Homo sapiens 
<400> 4232 

Xaa Thr Thr Asp Thr Asp Gly Ala Ala Glu Thr Cys Val Ser Val Gin 

! 5 10 15 

Cys Gin Lys Gin He Lys Glu Leu Arg Asp Gin He Val Ser Val Gin 

20 25 30 

Glu Glu Lys Lys He Leu Ala He Glu Leu Glu Asn Leu Lys Ser Lys 

35 ' 40 45 

Leu Val Glu Val He Glu Glu Val Asn Lys Val Lys Gin Glu Lys Thr 

50 55 60 

Val Leu Asn Ser Glu Val Leu Glu Gin Arg Lys Val Leu Glu Lys Cys 
65 70 75 80 

Asn Arg Val Ser Met Leu Ala Val Glu Glu Tyr Glu Glu Met Gin Val 

85 90 95 

Asn Leu Glu Leu Glu Lys Asp Leu Arg Lys Lys Ala Glu Ser Phe Ala 

100 105 HO 

Gin Glu Met Phe Leu Glu Pro Asn Gin Gly Lys Lys Thr Lys Pro Pro 

115 120 125 

Phe Gly Arg Gin Ser Ser lie Leu Asp Gin Gin Leu Ala Leu Asp Glu 

130 135 140 

Asn Ala Lys Leu Thr Gin Gin Leu Glu Glu Glu Arg lie Gin His Gin 
145 150 155 160 

Gin Lys Val Lys Glu Leu Glu Glu Gin Leu Glu Asn Glu Thr Leu His 

165 170 175 

Lys Glu lie His Asn Leu Lys Gin Gin Leu Glu Leu Leu Glu Glu Asp 

180 185 190 

Lys Lys Glu Leu Glu Leu Lys Tyr Gin Asn Ser Glu Glu Lys Ala Arg 

195' 200 205 

Asn Leu Lys His Ser Val Asp Glu Leu Gin Lys Arg Val Asn Gin Ser 

210 215 220 

Glu Asn Ser Val Pro Pro Pro Pro Pro Pro Pro Pro Pro Leu Pro Pro 
225 230 235 240 

Pro Pro Pro Asn Pro He Arg Ser Leu Met Ser Met He Arg Lys Arg 
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355 360 365 

Val Asp Pro Phe Thr Tyr Gin Ser Thr Arg Gin Glu Gly Leu Tyr Ala 

370 375 380 

Met Gly Pro Leu Ala Gly Asp Asn Phe Val Arg Phe Val Gin Gly Gly 
385 390 395 400 

Ala Leu Ala Val Ala Ser Ser Leu Leu Arg Lys Glu Thr Arg Lys Pro 
40.5 410 415 

Pro 



<210> 4231 
<211> 1588 
<212> DNA 

<213> Homo sapiens , * 
<400> 4231 

ncgactacag acacagacgg tgccgccgag acttgtgtct cagtacagtg tcagaagcaa 
60 

attaaagaac ttcgagatca aattgtatct gttcaggagg aaaagaagat tttagccatt 
120 

gagctggaaa atctcaagag caaactcgta gaagtaattg aagaagtaaa taaagttaaa 
180 

caagaaaaga ctgttttaaa ttcagaagtt cttgaacaga gaaaagtctt agaaaaatgc 
240 

aatagagtgt ccatgttagc tgtagaagag tatgaggaga tgcaagtaaa cctggagctg 
300 

gagaaggacc ttcgaaagaa agcagagtca tttgcccaag agatgttcct tgagccaaac 
360 

cagggtaaaa agacaaagcc cccctttggg cggcagagtt ccatccttga tcagcagtta 
420 

gctttagacg aaaatgcaaa actcacccag caacttgaag aagagagaat tcagcatcaa 
480 

caaaaggtca aagaattaga agagcaacta gaaaatgaaa cactccacaa agaaatacac 
540 

aacctcaaac agcaactgga gcttctagag gaagataaaa aggaattgga attgaaatat 
600 

cagaattctg aagagaaagc cagaaattta aagcactctg ttgatgaact ccagaaacga 
660 

gtgaaccagt ctgagaattc agtacctcca ccacctcctc ctccaccacc acttccccct 
720 

ccacctccca atcctatccg atccctcatg tccatgatcc ggaaacgatc ccaccccagt 
780 

ggcagtggtg ctaagaaaga. aaaggcaact caaccagaaa caactgaaga agtcacagat 
840 

ctaaagaggc aagcagttga agagatgatg gatagaatta aaaagggagt tcatcttaga 
900 

cccgttaatc agacagccag accgaagaca aagccagaat cttcgaaagg ctgcgaaagt 
960 

gcagtggatg aactaaaagg aatactgggg acacttaaca aatccactag ttcaagaagc 
1020 

ttaaaatccc ttgaccctga aaacagtgaa actgagttag aaaggatttt gcgtcgcaga 
1080 

aaggtgacag cagaagcaga tagcagtagt ccaactggga tattagccac ctcagagtcc 
1140 
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gccttccaga agcaggtccc aaataaagcc agtgcccacc tgaaaaaaaa aa 
1612 ■ 

<210> 4230 . 
<211> 417 
<212> PRT 

<213> Homo sapiens 
<400> 4230 

Xaa Gly Val Ser lie Leu Asp Gin Asp Leu Asp Tyr Leu Ser Glu Gly 

1 5 10 15 

Leu Glu Gly Arg Ser Gin Ser Pro Val Ala Leu Leu Phe Asp Ala Leu 

20 25 .30 

Leu Arg Pro Asp Thr Asp Phe Gly Gly Asn Met Lys Ser Val Leu Thr 

35 40 45 

Trp Lys His Arg Lys Glu His Ala lie Pro His Val Val Leu Gly Arg 

50 55 60 

Asn Leu Pro Gly Gly Ala Trp His Ser lie Glu Gly Ser Met Val lie 
65 70 75 80 

Leu Ser Gin Gly Gin Trp Met Gly Leu Pro Asp Leu Glu Val Lys Asp 

85 90 95 

Trp Met Gin Lys Lys Arg Arg Gly Leu Arg Asn Ser Arg Ala Thr Ala 

100 105 110 

Gly Asp lie Ala His Tyr Tyr Arg, Asp Tyr Val Val Lys Lys Gly Leu 

115 120 125 

Gly His Asn Phe Val Ser Gly Ala Val Val Thr Ala Val Glu Trp Gly 

130 135 ^ 140 

Thr Pro Asp Pro Ser Ser Cys Gly Ala Gin Asp Ser Ser Pro Leu Phe 
145 150 155 160 

Gin Val Ser Gly Phe Leu Thr Arg Asn Gin Ala Gin Gin Pro Phe Ser 

165 170 175 

Leu Trp Ala Arg Asn Val Val Leu Ala Thr Gly Thr Phe Asp Ser Pro 

180 185 " 190 

Ala Arg Leu Gly lie Pro Gly Glu Ala Leu Pro Phe lie His His Glu 

195 200 205 

Leu Ser Ala Leu Glu Ala Ala Thr Arg Val Gly Ala Val Thr Pro Ala 

210 215 220 

Ser Asp Pro Val Leu lie lie Gly Ala Gly Leu Ser Ala Ala Asp Ala 
225 230 235 240 

Val Leu Tyr Ala Arg His Tyr Asn lie Pro Val lie His Ala Phe Arg 

245 250 255 

Arg Ala Val Asp Asp Pro Gly Leu Val Phe Asn Gin Leu Pro Lys Met 

260 265 270 

Leu Tyr Pro Glu Tyr His Lys Val His Gin Met Met Arg Glu Gin Ser 

275 280 285 

lie Leu Ser Pro Ser Pro Tyr Glu Gly Tyr Arg Ser Leu Pro Arg His 

290 295 300 

Gin Leu Leu Cys Phe Lys Glu Asp Cys Gin Ala Val Phe Gin Asp Leu 
305 310 315 320 

Glu Gly Val Glu Lys Val Phe Gly Val Ser Leu Val Leu Val Leu lie 

325 330 335 

Gly Ser His Pro Asp Leu Ser Phe Leu Pro Gly Ala Gly Ala Asp Phe 

340 345 350 

Ala Val Asp Pro Asp Gin Pro Leu Ser Ala Lys Arg Asn Pro lie Asp 
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<400> 4229 

ncgggggtct ccatcctgga ccaggacctg 
60 

tcccaaagcc ccgtggccct gctctttgat 
120 

ggaaacatga agtcggtcct cacctggaag 
180 

gttctgggcc ggaacctccc cgggggagcc 
240 

ctgagccaag gccagtggat ggggctcccg 
300 

aagcgaagag gtcttcgcaa cagccgggcc 
360 

gactacgtgg tcaagaaggg tctggggcat 
420 

gtggagtggg ggacccccga tcccagcagc 
480 

caggtgagcg gcttcctgac caggaaccag 
.54 0 

aacgtggtcc tcgccacagg cacgttcgac 
600 

gccctgccct tcatccacca tgagctgtct 
660 

gtgaccccgg cctcagaccc tgtcctcatc 
720 

gtcctctacg cccgccacta caacatcccg 
780 

gaccctggcc tggtgttcaa ccagctgccc 
840 

caccagatga tgcgggagca gtccatcctg 
900 - 

ctccccaggc accagctgct gtgcttcaag 
960 

gagggtgtcg agaaggtgtt tggggtctcc 
1020 

gacctctcct tcctgcctgg ggcaggggct 
1080 

agcgccaaga ggaaccccat tgacgtggac 
1140 

ggcctgtacg ccatggggcc gctggccggg 
1200 

gccttggctg tggccagctc cctgctaagg 
1260 

gccagacccg ctggctccca ggccctgaga 
1320 

caggacccgt ccaaagatgc cccggggagg 
1380 

tcaagaggag tagggatccc aggctgccct 
1440 

agaccagtgt gtgaggtggt aacagcggcc 
1500 

tgtggggaaa gctgctggtg tgaccagctg 
1560 



gactacctgt ccgaaggcct cgaaggccga 
gcccttctac gcccagacac agactttggg 
caccggaagg agcacgccat cccccacgtg 
tggcactcca tcgaaggctc. catggtgatc 
gacctggagg tcaaggactg gatgcagaag 
actgccgggg acatcgccca ctactacagg 
aactttgtgt ccggtgctgt agtcacagcc 
tgtggggccc aggactccag ccccctcttc 
gcccagcagc ccttctcgct gtgggcccgc 
agcccggccc ggctgggcat ccccggggag 
gccctggagg ccgccacaag ggtgggtgcg 
attggcgcgg ggctgtcagc ggccgacgcc 
gtgatccatg ccttccgccg ggccgtggac 
aagatgctgt accccgagta ccacaaggtg 
tcgcccagcc cctatgaggg ttaccgcagc 
gaagactgcc aggccgtgtt ccaggacctc 
ctggtgctgg tcctcatcgg ctcccacccc 
gactttgcag tggatcctga ccagccgctg 
cccttcacct accagagcac ccgccaggag 
gacaacttcg tgaggtttgt gcaggggggc 
aaggagacca ggaagccacc ctaacactcg 
ggacagagat gaccacatcc ctgctggatg 
ggtgtcagcc cacgttgctg gcctttgggg 
ggacttagac cagtgtctga ggttggactt 
gcagcagggg gttggcctag acctgggatt 
agcacccagc caggagacct gcagccctgc 
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ttatgtattt gaatgaggtt cttgagaatg tgtttgaaca gggttgtttt ttgggttgta 
1140 

ttttatgttc atgtagttac agaccattcc ataagcattg gcaggcttgg ctggattca 
1199 

<210> 4228 
<211> 298 - 
<212> PRT 

<213> Homo sapiens 
<400> 4228 

Arg His Ser Asn Ala Ser Gin Ser Leu Cys Glu lie Val Arg Leu Ser 

15 10 15 

Arg Asp Gin Met Leu Gin lie Gin Asn Ser Thr Glu Pro Asp Pro Leu 

20 25 30 

Leu Ala Thr Leu Glu Lys Gin Glu lie lie Glu Gin Leu Leu Ser Asn 

35 40 45 

He Phe His Lys Glu Lys Asn Glu Ser Ala He Val Ser Ala He Gin 

50 55. 60 

He Leu Leu Thr Leu Leu Glu Thr Arg Arg Pro Thr Phe Glu Gly His 
65 70 75 80 

He Glu He Cys Pro Pro Gly Met Ser His Ser Ala Cys Ser Val Asn 

85 90 95 

Lys Ser Val Leu Glu Ala He Arg Gly Arg Leu Gly Ser Phe His Glu 

100 105 HO 

Leu Leu Leu Glu Pro Pro Lys Lys Ser Val Met Lys Thr Thr Trp Gly 

115 120 ' 125 

Val Leu Asp Pro Pro Val Gly Asn Thr Arg Leu Asn Val He Arg Leu 

130 135 140 

He Ser Ser Leu Leu Gin Thr Asn Thr Ser Ser He Asn Gly Asp Leu 
145 150 155 , 160 

Met Glu Leu Asn Ser He Gly Val He Leu Asn Met Phe Phe Lys Tyr 

165 170 175 

Thr Trp Asn Asn Phe Leu His Thr Gin Val Glu He Cys He Ala Leu 

180 185 . 190 

He Leu Ala Ser Pro Phe Glu Asn Thr Glu Asn Ala Thr He Thr Asp 

195 200 205 

Gin Asp Ser Thr Gly Asp Asn Leu Leu Leu Lys His Leu Phe Gin Lys 

210 215 220 

Cys Gin Leu He Glu Arg He Leu Glu Ala Trp Glu Met Asn Glu Lys 
225 230 235 240 

Lys Gin Ala Glu Gly Gly Arg Arg His Gly Tyr Met Gly His Leu Thr 

245 250 255 

Arg He Ala Asn Cys He Val His Ser Thr Asp Lys Gly Pro Asn Ser 

260 265 270 

Ala Leu Val Gin Gin Leu He Lys Gly Lys Leu Phe Val Lys Phe Glu 

275 280 , 285 

Leu His Phe Cys Trp Val Ala Gly Arg He 
290 295 



<210> 4229 

<211> 1612 

<212> DNA 

<213> Homo sapiens 
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65 70 " . 75 - - 80 

Thr He Ala Pro Gly Val Glu Met lie Val Gly Arg Thr Tyr Ala Leu 

85 90 95 

Pro Val Gin Ala Ala Asp Asn Ala Pro Pro Ala Lys Gin Arg Thr Pro 

100 105 110 

He Cys Thr Val Tyr He Glu Val Leu Pro Pro Asn Asn Gin Ser Pro 

115 120 . 125 

Pro Arg Phe Pro Gin Leu Met Tyr Ser Leu Glu He Ser Glu Ala Met 

130 135 140 

Arg Val Gly Ala Val Leu Leu Asn Leu Gin Ala Thr 
145 150 155 



<210> 4227 
<211> 1199 
<212> DNA 

<213> Homo sapiens 
<400> 4227 

nhaagcttat ggccagtgtt aatttgttat 
60 ' 

attataaatt taacttctaa catgttttat 
120 

cattcaaatg catcacaatc actttgtgaa 
180 

caaattcaga acagtacaga gcccgacccc 
240 

atagagcagc ttctatcaaa tattttccac 
300 

gcaatccaga tattgctgac tttacttgag 
360 

gagatctgcc caccaggcat gagccattca 
420 

gccatcagag gaagacttgg atcttttcat 
480 

gtgatgaaga ccacatgggg tgtgctggat 
540 

attaggttga tatccagcct gcttcaaacc 
600 

gagctgaata gcattggagt catattgaac 
660 

ttgcatacac aagtggaaat ttgtattgca 
720 

gaaaatgcca caattaccga tcaagactcc 
780 

ttccaaaaat gtcaattaat agaacgaata 
840 

caggctgagg gaggaagacg gcatggttac 
900 

atcgtgcaca gcactgacaa gggccccaac 
960 

aagttatttg tgaaatttga attacatttt 
1020 

agtagaaatg catgtagcat ttttaatagt 
1080 



ttcttaaata 


actttccctt 


tcatttttaa 


ggttaaaatt 


gtactttttt 


cctttagcga 


attgttcgcc 


tgagcagaga 


CCagatytta 


ctgcttgcca 


ctctagaaaa 


gcaagaaatt 


aaggagaaaa 


atgagtcagc 


catagtcagt 


acacgacgac 


caacatttga 


aggccatata 


gcttgttcag 


taaacaagag 


tgttctagaa 


gaactcctgc 


tggagccacc 


caagaaaagt 


cctcctgtgg 


ggaatacccg 


gttgaatgtc 


aataccagca 


gtataaatgg 


ggaccttatg 


atgttcttca 


agtatacatg 


gaataacttt 


ctgattcttg 


caagtccttt 


tgaaaacaca 


actggtgata 


atttgttatt 


aaaacatctt 


cttgaagcct 


gggaaatgaa 


tgagaagaaa 


atgggacacc 


taacgaggat 


agctaactgt 


agtgcattag 


tgcagcagct 


tatcaaaggt 


tgttgggttg 


caggaaggat 


ttaagggtca 


gatttgtggg 


acttctttat 


atttggcaaa 
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lob 










170 










175 




jcl uiy f\OLi n±a 


Ala 


Ser 


Asp 


Lys 


Asn 


He 


Lys 


Asp 


Gly Val 


Cys 


Ala 


180 










185 










190 






Gin lie Glu Lys 


Asn 


Phe 


Ala 


Arg 


Ala 


Lys 


Trp 


Lys 


Lys 


Ala 


Val 


Arg 


195 








200 










205 








Val Thr Thr Leu 


Met 


Lys 


Arg 


Leu 


Arg 


Ala 


Pro 


Glu 


Gin 


Ser 


Ser 


Thr 


210 






215 










220 










Ala Ala Ala Gin 


Ser 


Ala 


Ser 


Ala 


Thr 


Asp 


Thr 


Ala 


Thr 


Pro 


Gly Ala 


225 . 




230 










235 




Ala 






240 


Ala Asp Arg Ser 


Ala 


Thr 


Pro 


Ala 


Thr 


Asp 


Gly 


Ser 


Thr 


Pro 


Ala 


245 










250 










255 




Thr Asp Gly Ser 


Val 


Thr 


Pro Ala 


Thr 


Asp 


Gly Ser 


He 


Thr 


Pro 


Ala 


260 










265 










270 






He Asp Gly Ser 


Val 


Thr 


Pro 


Ala 


Thr 


Asp 


Arg 


Ser 











275 280 



<210> 4225 
<211> 470 
<212> DNA 

<213> Homo sapiens 
<400> 4225 

nntgtacaag aaagtgagcc agtcatcgtc aatattcaag tgatggatgc aaatgataac 
60 

acgccaacct tccctgaaat atcctatgat gtgtatgttt atacagacat gagacctggg 
120 

gacagggtcc tacagttaac tgcagtcgac gcagacgaag ggtcaaatgg ggagatcaca 
180 

tatgaaatcc ttgttggggc tcagggagac ttcatcatca ataaaacaac agggcttatc 
240 

accatcgctc caggggtgga aatgatagtc gggcggactt acgcactccc ggtccaagca 
300 

gcggataatg ctcctcctgc aaagcaaagg actcccatct gcactgtgta tattgaagtg 
360 

cttccaccaa ataatcaaag ccctcctcgc ttcccacagc tgatgtatag ccttgaaatt 
420 

agtgaagcca tgagggttgg tgctgtttta ttaaatctac aggcaactga 
470 



<210> 4226 
<211> 156 
<212> PRT 

<213> Homo sapiens 
<400> 4226 

Xaa Val Gin Glu Ser Glu Pro Val 

1 5 
Ala Asn Asp Asn Thr Pro Thr Phe 
20 

Val Tyr Thr Asp Met Arg Pro Gly 

35 40 
Val Asp Ala Asp Glu Gly Ser Asn 

50 55 
Val Gly Ala Gin Gly Asp Phe He 



He Val Asn He Gin Val Met Asp 

10 15 
Pro Glu He Ser Tyr Asp Val Tyr 
25 30 
Asp Arg Val Leu Gin Leu Thr Ala 
45 

Gly Glu He Thr Tyr Glu He Leu 
60 

He Asn Lys Thr Thr Gly Leu He 
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ctggtttact acaaccggct gaagaactcg aagattgtca tcagtgactt ccatctggct 
180 

aagctagaaa atggcctcat caaggagccc tgtgggaccc ccgaagattt tgccccccaa 
240 

ggggaaggcc ggcagcggta tggacgccct gtggactgct gggccattgg agtcatcatg 
300 

tacatcctgc tttcaggcaa . tccacctttc tatgaggagg tggaagaaga tgattatgag 
360 

aaccatgata agaatctctt ccgcaagatc ctggctggtg actatgagtt tgactctcca 
420 

tattgggatg atatttcgca ggcagccaaa gacctggtca caaggctgat ggaggtggag 
480 

caagaccagc ggatcactgc agaagaggcc atctcccatg agtggatttc tggcaatgct 
540 . 

gcttctgata agaacatcaa ggatggtgtc tgtgcccaga ttgaaaagaa ctttgccagg 
600 

gccaagtgga agaaggctgt ccgagtgacc accctcatga aacggctccg ggcaccagag 
660 

cagtccagca cggctgcagc ccagtcggcc tcagccacag acactgccac ccccggggct 
720 

gcagaccgta gtgccacccc agccacagat ggaagtgcca ccccagccac tgatggcagt 
780 , 

gtcaccccag ccaccgatgg aagcatcact ccagccattg atgggagtgt caccccagcc 
840 

actgacagga gc 
852 

<210> 4224 
<211> 284 
<212> PRT 

<213> Homo sapiens 
<400> 4224 

lie Leu Asp Gin Gly Tyr Tyr Ser Glu Arg Asp Thr Ser Asn Val Val 

15 10 15 

Arg Gin Val Leu Glu Ala Val Ala Tyr Leu His Ser Leu Lys lie Val 

20 25 30 

His Arg Asn Leu Lys Leu Glu Asn Leu Val Tyr Tyr Asn Arg Leu Lys 

35 40 45 

Asn Ser Lys lie Val lie Ser Asp Phe His Leu Ala Lys Leu Glu Asn 

50 55 60 

Gly Leu lie Lys Glu Pro Cys Gly Thr Pro Glu Asp Phe Ala Pro Gin 
65 70 75 - 80 

Gly Glu Gly Arg Gin Arg Tyr Gly Arg Pro Val Asp Cys Trp Ala He 

85 90 95 

Gly Val He Met Tyr He Leu Leu Ser Gly Asn Pro Pro Phe Tyr Glu 

100 105 110 

Glu Val Glu Glu Asp Asp Tyr Glu Asn His Asp Lys Asn Leu Phe Arg 

115 120 125 

Lys He Leu Ala Gly Asp Tyr Glu Phe Asp Ser Pro Tyr Trp Asp Asp 

130 135 140 

lie Ser Gin Ala Ala Lys Asp Leu Val Thr Arg Leu Met Glu Val Glu 
145 150 155 ' 160 

Gin Asp Gin Arg He Thr Ala Glu Glu Ala He Ser His Glu Trp He 
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ttaacagaac tgaaatctga gtgctctaaa tactgccacc tgtactgtaa ctatggctta 



300 



tatgtgcacg gaaaacaaaa tccctgagaa gccattcgac tttttttt.tt tttcttttct 



360 



tcaagtagcg cgctccttgg aggatcacag ttetgaggtt caggttgtaa aacatttgct 



420 



ccatgttctc gtccatgctt ccccccacca ccccctcccc acctcttccc cagtcgtcca 



480 



aaaagcaccc tgcaagcacg cgttgtcact caagttcaca gaacacgctg gggtgagtgc 



540 



agagggtctg ccaggtgcaa aagatggtcc aggtgttcag atgctctctt ttctccatgg 



600 



aaattccaca gccacaaacg tcactggttt ctgtgctttt caccaacatt cttcccttaa 



660 

aaattggtgc tcctaaagtc acagtttggg tacagtaaaa atgatggcat aaggaaaaga 
720 

agcactatct tttccactta attttccaag aaagtatgaa gatacttgga acaggggctg 
780 

atcacagtc 
789 

<210> 4222 

<211> 127 

<212> PRT 

<213> Homo sapiens 

<400> 4222 



Met 


Ala 


Tyr 


Met 


Cys 


Thr 


Glu Asn 


Lys 


He 


Pro 


Glu 


Lys 


Pro 


Phe 


1 






5 








10 










15 


Phe 


Phe 


Phe 


Phe 


Ser 


Phe 


Leu Gin 


Val 


Ala 


Arg 


Ser 


Leu 


Glu 


Asp 








20 








25 










30 




Ser 


Ser 


Glu 


val 


Gin 


Val 


Val Lys 


His 


Leu 


Leu 


His 


Val 


Leu 


Val 






35 








40 










45 






Ala 


Ser 


Pro 


His 


His 


Pro 


Leu Pro 


Thr 


Ser 


Ser 


Pro 


Val 


Val 


Gin 




50 










55 








60 








Ala 


Pro 


Cys 


Lys 


His 


Ala 


Leu Ser 


Leu 


Lys 


Phe 


Thr 


Glu 


His 


Ala 


65 










70 








75 








Val 


Val 


Ser 


Ala 


Glu 


Gly 


Leu 


Pro Gly 


Ala 


Lys 


Asp. Gly 


Pro 


Gly 










85 








90 










95 


Met 


Leu 


Ser 


Phe 


Leu 


His 


Gly Asn 


Ser 


Thr 


Ala 


Thr 


Asn 


Val 


Thr 








100 








105 










110 




Phe 


Cys 


Ala 


Phe 


His 


Gin 


His Ser 


Ser 


Leu 


Lys 


Asn 


Trp 


Cys 


Ser 




115 








120 










125 







80 



<210> 4223 

<211> 852 

<212> DNA 

<213> Homo sapiens 

<400> 4223 

atcctggacc agggctacta ctcggagcga gacacaagca acgtggtacg- gcaagtcctg 
60 

gaggccgtgg cctatttgca ctcactcaag atcgtgcaca ggaatctcaa gctggagaac 
120 
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<211> 258 
<212> PRT 
<213> Homo sapiens 

<400> 4220 

Xaa Gly Arg Ala Pro Ala Pro val Ala Leu Gin Gin Asp His Ala Pro 

1 5 10 15 

Ala Glu Ala Pro Pro Leu Gin Gin Arg Pro Arg Gin Arg Gin Gin Gin 

20 ' 25 .30 

Arg Ala Glu Arg Gly Ala Pro Ala Gly His Gly Glu Asp Gly Pro Val 

35 .40 45 

Leu Pro Gin Arg Arg Gin Gin Arg Leu Arg Glu Arg Asp Ala Gly Gin 

50 55 60 

Ara Gly His Arg Gin Arg Val Leu Gly Ala Gly Leu His Glu Arg Glu 
65 . 70 75 80 

Gin Gin Leu Arg Gly Arg Gin Val Pro Glu Pro Gin Asp Pro Glu Glu 

85 90 95 

Thr Leu Gin Ser Arg Phe Ser Glu Thr Glu Ala Tyr Pro Ser Thr lie 

100 105 HO 

Pro Gly His Leu Phe Pro Cys Glu Lys Thr Pro Gin Gin His Arg Arg 

115 I 20 125 

Pro Leu Gly Gly Trp Xaa Pro Leu Arg Ser Ser Pro Arg Gly Leu Gly 

130 135 140 

Glu Pro Leu Arg Leu Lys Ser Xaa Glu He Asp Asp Val Glu Arg Leu 
145 150 155 160 

Gin Arg Arg Arg Gly Gly Ala Ser Lys Glu Ala Met Cys Phe Asn Ala 

165 170 175 

Lys Leu Lys He Leu Glu His Arg Gin Gin Arg He Ala Glu Val Arg 

180 - 185 190 

Ala Lys Tyr Glu Trp Leu Met Lys Glu Leu Glu Ala Thr Lys Gin Tyr 

195 200 205 

Leu Met Leu Asp Pro Asn Lys Trp Leu Ser Glu Phe Asp Leu Glu Gin 

210 215 220 

Val Trp Glu Leu Asp Ser Leu Glu Tyr . Leu Glu Ala Leu Glu Cys Val 
225 230 235 240 

Thr Glu Arg Leu Glu Ser Arg Val Asn Phe Cys Lys Ala His Leu Met 
245 250 255 

Met Leu 



<210> 4221 

<211> 789 

<212> DNA 

<213> Homo sapiens 

<400> 4221 

aatgtgaaga ggattaaaga ataaagaaaa aacaaaaaag tcttatacta aaataagaaa 
60 

tcagccccat cttggcacag ttctcatgca gaatattgca cccagtgtga actaacgcta 
120 

gaagcttcaa actgtataaa tttaaatgta tttgcatatt ataaaaataa agataaacat 
180 

atacatattt tacactagtt atggaacagc aatgaacgtc agtcgatccc tctttcacat 
240 
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10 15 
lie His Thr His Thr Gin Pro Ala Thr 

25 30 
Leu Cys Pro Cys Leu Leu Ser Arg Thr 
40 45 
Gin Ala His Gin Ser Leu Ser Val Ser 
60 

Thr His lie His Leu Ser His Arg Pro 

75 80 
Pro Gly Ser Ser Leu Ser His Thr Pro 

90 95 
Pro Gin Ala His Glu Gly Val Ser Leu 

105 110 
His Thr His Thr His Thr Pro Val Gin 
120 125 
Glu Thr Asp Leu Asn Thr His Thr Thr 
140 

Pro Ser Asn Asn 
155 

<210> 4219 

<211> 774 

<212> DNA 

<213> Homo sapiens 

<400> 4219 

ngcggccgcg cacctgctcc cgtcgcccta cagcaagatc acgcccccgc ggaggcccca 
60 

ccgctgcagc agcggccacg gcagcgacaa cagcagcgtg ctgagcgggg agctcccgcc 
120 

ggccatgggg aagacggccc tgttctacca cagcggcggc agcagcggct acgagagcgt 
180 

,gatgcgggac agcgaggcca ccggcagcgc gtcctcggcg caggactcca cgagcgagaa 
240 

cagcagctcc gtgggcggca ggtgccggag cctcaagacc ccgaagaaac gctccaatcc 
300 

aggttctcag agacggaggc ttatcccagc actatccctg gacacctctt cccctgtgag 
360 

aaaacccccc aacagcacag gcgtccgctg ggtggatggn nccccttgcg gagcagcccg 
420 

aggggccttg gggaaccttt gagattaaag tctnatgaaa tcgatgacgt ggagcgcctg 
480 

cagcggcgac gagggggtgc cagcaaggag gccatgtgct tcaatgcaaa gctgaagatt 
540 

ctggaacacc gccagcagag gatcgccgag gtccgcgcga agtacgagtg gctgatgaag 
600 

gagctggagg cgaccaaaca gtatctgatg ctggatccca acaagtggct cagtgaattt 
660 

gacttggagc aggtttggga gctggattcc ctggagtacc tggaggcact ggagtgtgtg 
720 

acggagcgcc tggagagccg tgtcaacttc tgcaaggccc atctcatgat gctc 
774 

<210> 4220 



Ser 

Gly 

His 

Leu 

65 

Thr 

Thr 

Ser 

Leu 

Leu 
145 



Leu Val Ser 
20 

Pro Gin Arg 
35 

Thr His Thr 
50 

Ser Leu Ser 

Arg Val Ser 

His Thr His 
100 

Leu Ser Leu 
115 

His Arg Gly 
130 

Cys Cys Glu 



Leu Ser Tyr 

Cys Leu Ser 

Ser Gin Pro 
55 

Leu Ser Leu 
70 

Leu Leu Val 
85 

Thr Ala Gin 

Ser His Thr 

Leu Gly Gin 
135 

Trp Pro Leu 
150 
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145 150 155 160 

He Leu Arg Val Leu Gly Pro Ala Ala Cys Arg Asn Pro Asp He Phe 

. 165 170 175 

Thr Glu Val Ala Asn Cys Cys He Arg He Ala Leu Pro Ala Pro Arg 

180 185 190 

Gly Ser Gly Thr Ala Ser Asp Asp Glu Phe Glu Asn Leu Arg He Lys 

195 200 205 

Gly Pro Asn Ala Val Gin Leu Val Lys Thr Thr Pro Leu Lys Pro Ser 

210 215 220 

Pro Leu Pro Val He Pro Asp Thr He Lys Glu Val He Tyr Asp Met 
225 230 235 240 

Leu Asn Ala Leu Ala Ala Tyr His Ala Pro Glu Glu Ala Asp Lys Ser 

245 250 255 

Asp Pro Lys Pro Gly Val Met Thr Gin Glu Val Gly Gin Leu Leu Gin 

260 265 270Met Gly Asp Asp 

Val Tyr Gin Gin Tyr Arg Ser Leu Thr Arg 

275 280 285 



<210> 4217 

<211> 619 

<212> DNA 

<213> Homo sapiens 

<400> 4217 

acacacacac gcacacaaaa ctcagccaca ggctcaccag ggtctctctc aacatgcaca 
60 

catacacaca cacacccctc agtcataggc tcacaagagt ctctcttgtc tctctctcat 
120 

acatacacac acacacacaa ccagccacag gcccacaaag gtgtctctct ctttgtccct 
180 

gtctgctctc tcgcactcac acacacacat ctcagccaca ggcccaccag agtctgtctg 
240 

tctctttgtc tctctcactc tctctcacac acatacacct cagccacagg cccacaaggg 
300 

tctctctcct tgtccctggc tcctctctct cgcacactcc cacacacaca catacagctc 
360 

agccacaggc ccacgagggt gtctctctct ctctctctct ctcacacaca cacacacaca 
420 

cacacacgcc tgtgcagctc cacaggggcc tggggcagga gacagatctg aatacacata 
480 

ccaccctgtg ctgtgagtgg ccactcccat ccaacaactg agactttctg ttactgggcc 
540 

aaggttttct gccaaactca cttcccttat aatgaatgaa ttatccctca gaaggttcca 
600 

cagtcctccc ctggcgcgc 
619 

<210> 4218 

<211> 155 

<212> PRT 

<2i3> Homo sapiens 

<400> 4218 

Met - His Thr Tyr Thr His Thr Pro Leu Ser His Arg Leu Thr Arg Val 
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ttggccctag agagtacaaa cactgaaaag 
180 

gagatcctga tccagggctt gacagaagat 
240 

agcatgctgg gagtccctgt ggacccagat 
300 

agggtcactc ggggccccca attagccatg 
360 

atcttgaatt tgacccagag ctcaggcttc 
420 

ttaagacaca tcattgagga cccctgtacc 
480 

tcagcagcta caagtggagc tggtagcact 
540 

tctcgggaga tcaactacat ccttcgtgtc 
600 

atattcacag aagtggccaa ctgctgtatc 
660 

ggaactgctt cagatgatga atttgagaat 
72 0 

ctggtgaaga ccaccccttt gaagccctca 
780 

gaagtgatct atgatatgct gaatgctctg 
840 

aaatctgatc ctaaacctgg ggttatgacc 
900 

ggtgatgatg tataccagca gtaccggtca 
939 

<210> 4216 
<211> 287 
<212> PRT 

<213> Homo sapiens 



<400> 4216 



Met 


Asp 


He 


Lys 


Arg 
5 


Lys 


Glu 


Asn 


1 
Leu 


Glu 


Ser 


Thr 


Asn 


Thr 


Glu 


Lys 








20 










He 


Gly 


Glu 


He 


Leu 


He 


Gin 


Gly 






35 










40 


Leu 


He 


Arg 


Ala 


Cys 


Val 


Ser 


Met 




50 










55 




Thr 


Leu 


His 


Ala 


Thr 


Leu 


Cys 


Phe 


65 










70 






Gin 


Leu 


Ala 


Met 


Met 


Phe 


Ala 


Glu 










85 








Asn 


Leu 


Thr 


Gin 


Ser 


Ser 


Gly 


Phe 








100 










Leu 


Leu 


Leu 


Arg 


His 


He 


He 


Glu 






115 










120 


Met 


Glu 


Lys 


Val 


Val 


Arg 


Ser 


Ala 




130 










135 




Thr 


Ser 


Gly Val 


Val 


Ser 


Gly 


Ser 



gagacaagcc tggaggaaac aaaaatcggg 
atggtgactg ttttaatccg ggcctgcgtg 
actttgcatg ccaccctttg tttctgtttg 
atgtttgcag aactgaagaa tacccgcatg 
aatgggttta ctcccctggt cacccttctc 
cttcgtcata ccatggaaaa ggttgttcgc 
acctctggtg ttgtgtctgg cagcctcggc 
cttgggccag ccgcatgccg caatccagac 
cgcatcgccc ttcctgcccc tcgaggctca 
cttagaatta aaggccctaa tgctgtacag 
cctctgcctg tcatccctga tactatcaag 
gctgcatacc atgctccaga ggaagcagat 
caagaggttg gccagctcct gcaagacatg 
cttacgcgt 



Lys 


Gly Asn Asp 


Thr 


Pro 


Leu 


Ala 




10 










15 




Glu 


Thr 


Ser 


Leu 


Glu 


Glu 


Thr 


Lys 


25 










30 






Leu 


Thr 


Glu 


Asp 


Met 


Val 


Thr 


Val 










45 








Leu 


Gly Val 


Pro 


Val 


Asp 


Pro 


Asp 








60 










Cys 


Leu 


Arg 


Val 


Thr Arg Gly 


Pro 




,75 










80 


Leu 


Lys 


Asn 


Thr 


Arg 


Met 


He 


Leu 




90 










95 




Asn 


Gly 


Phe 


Thr 


Pro 


Leu 


Val 


Thr 


105 










110 






Asp 


Pro 


Cys 


Thr 


Leu 


Arg 


His 


Thr 










125 








Ala 


Thr 


Ser 


Gly 


Ala Gly 


Ser 


Thr 








140 










Leu 


Gly 


Ser 


Arg 


Glu 


He 


Asn 


Tyr 
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<210> 4213 
<211> 383 
<212> DNA 

<213> Homo sapiens 
<400> 4213 

nacgcgtacc tgtgccagcg cgcgcgcttc ttcgcagaga acgagggcct agacgactac 
60 

atggaggcac gcgagggcat gcacctcaag aacgtggact tccgtgagtt catggtggcc 
120 

ttcccggacc cggcccggcc gccctggtac gcctgctcgt cggccttctg ggccgcggcg 
180 

ctgctcacgc tgtcgtggcc gctgcgagtg ctggccgagt accgcacggc ctacgcgcac 
240 

taccacgtgg agaagctgtt tggcctggag ggcccgggct cggccagcag cgcaggcggt 
300 

ggcctcagcc ccagcgatga gctgctgccc ccgctcaccc accgcctgcc gcgggtcaac 
360 

acagtagaca gcacggagct egg 
383 

<210> 4214 
<211> 127 
<212> PRT 

<213> Homo sapiens 



<400> 4214 


























Xaa Ala 


Tyr 


Leu 


Cys 


Gin Arg Ala 


Arg 


Phe 


Phe 


Ala 


Glu 


Asn 


Glu 


Gly 


1 ' 






5 








10 










15 




Leu Asp 


Asp 


Tyr 
20 


Met 


Glu 


Ala Arg 


Glu 
25 


Gly 


Met 


His 


Leu 


Lys 
30 


Asn 


Val 


Asp Phe 


Arg 
35 


Glu 


Phe 


Met 


Val Ala 
40 


Phe 


Pro 


Asp 


Pro 


Ala 
45 


Arg 


Pro 


Pro 


Trp Tyr 


Ala 


Cys 


Ser 


Ser 


Ala Phe 


Trp 


Ala 


Ala 


Ala 


Leu 


Leu 


Thr 


Leu 


50 










55 








60 










Ser Trp 


Pro 


Leu 


Arg 


Val 


Leu Ala 


Glu 


Tyr 


Arg 


Thr 


Ala 


Tyr 


Ala 


His 


65 








70 








75 










80 


Tyr His 


Val 


Glu 


Lys 


Leu 


Phe Gly 


Leu 


Glu 


Gly Pro 


Gly 


Ser 


Ala 


Ser 








85 








90 










95 




Ser Ala Gly 


Gly 


Gly 


Leu 


Ser Pro 


Ser 


Asp 


Glu 


Leu 


Leu 


Pro 


Pro 


Leu 






100 








105 










110 






Thr His 


Arg 
115 


Leu 


Pro 


Arg 


Val Asn 
- 120 


Thr 


Val 


Asp 


Ser 


Thr 
125 


Glu 


Leu 





<210> 4215 
<211> 939 
<212> DNA 

<213>Homo sapiens 
<400> 4215 

nggtacctcg gctgaataaa aattcaaaaa aacagcaatg gacaggaact tgagaagacg 
60 

ctggaagaaa gcaaagaaat ggatatcaaa cgtaaagaaa ataaaggcaa tgatacccct 
120 
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770 775 780 



Glu 


Gin 


Leu 


Ala 


Ala 


Glu 


Ala 


Glu 


Arg 


Asp 


Gin 


Pro 


Leu 


Arg 


Ala 


Gin 


785 










790 










795 










800 


Ser 


Lys 


He 


Leu 


Phe 


val 


Arg 


Ser Asp 


Ala 


Ser 


Arg 


Glu 


Glu 


Leu 


Ala 










805 










810 










815 




Glu 


Leu 


Ala 


Gin 


Gin 


Val 


Asn 


Pro 


Glu 


Glu 


He 


Gin 


Leu 


Gly Glu 


Asp 








820 










825 










830 






Glu Asp Glu Asp 


Glu 


Met 


Asp 


Leu 


Glu 


Pro 


Asn 


Glu 


Val 


Arg 


Leu 


Glu 






835 










840 










845 








Gin 


Gin 
850 


Ser 


Val 


Pro 


Ala 


Ala 
855 


Val 


Phe 


Gly 


Ser 


Leu 
860 


Lys 


Glu 


Asp 





<210> 4211 
<211> 456 
<212> DNA 

<213> Homo sapiens 
<400> 4211 

ggggatcgct agcccccagc ttctcagaac taaatatgaa agctcttgct cgtctacgct 
60 

tagttacaac agactccctg ggcctactgt aggggtcaag agcagatttc cagactctca 
120 

agctggaaaa gagacgctcc acactgcgac gacaaccaac acatgggaca agctgagaaa 
180 

gtgcactcag gacttcgcgt gatgtcacca ccatggcaat acttagatcc tgttgcttaa 
240 

gcataccatg tcgctgaaag agggaaagaa aatgaaagag cgtcctttaa aaagacgtaa 
300 - 

aattacactt tcactactac tggttcctat ccttgtgcag taaagtacaa cctggccagg 
360 

gtttaccagc tctacctgca actgagtcag aaaggcaaag tagtcagctt tgtccatgct 
420 

gtacggaatt tgctccacaa acccccttgc tctaga 

456 ' . . 

<210> 4212 
<211> 81 
<212> PRT 

<213> Homo sapiens 
<400> 4212 

Met Leu Lys Gin Gin Asp Leu Ser He Ala Met Val Val Thr Ser Arg 

1 5 10^ 15 

Glu Val Leu Ser Ala Leu Ser Gin Leu Val Pro Cys Val Gly Cys Arg 

20 25 30 

Arg Ser Val Glu Arg Leu Phe Ser Ser Leu Arg Val Trp Lys Ser Ala 

35 40 45 

Leu Asp Pro Tyr Ser Arg Pro Arg Glu Ser Val Val Thr Lys Arg Arg 

50 55 60 

Arg Ala Arg Ala Phe He Phe Ser Ser Glu Lys Leu Gly Ala Ser Asp 
65 70 75 80 

Pro 
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340 345 350 

His Leu Ser Ser Val Leu Leu Arg Gin Asn Pro His His Val His Glu 

355 360 365 

Trp His Lys Arg Val Ala Leu His Gin Gly Arg Pro Arg Glu lie He 

370 375 ' 380 

Asn Thr Tyr Thr Glu Ala Val Gin Thr Val Asp Pro Phe Lys Ala Thr 
385 - 390 395 400 

Gly Lys Pro His Thr Leu Trp Val Ala Phe Ala Lys Phe Tyr Glu Asp 

405 410 415 

Asn Gly Gin Leu Asp Asp Ala Arg Val He Leu Glu Lys Ala Thr Lys 

420 425 430 

Val Asn Phe Lys Gin Val Asp Asp Leu Ala Ser Val Trp Cys Gin Cys 

435 440 445 

Gly Glu Leu Glu Leu Arg His. Glu Asn Tyr Asp Glu Ala Leu Arg Leu 

450 455 460 

Leu Arg Lys Ala Thr Ala Leu Pro Pro Pro Gly Arg Val Phe Asp Gly 
465 470 475 480 

Ser Glu Pro Val Gin Asn Arg Val Tyr Lys Ser Leu Lys Val Trp Ser 

485 490 495 

Met Leu Ala Asp Leu Glu Glu Ser Leu Gly Thr Phe Gin Ser Thr Lys 

500 505 510 

Ala Val Tyr Asp Arg He Leu Asp Leu Arg He Ala Thr Pro Gin He 

515 520 525 

Val He Asn Tyr Ala Met Phe Leu Glu Glu His Lys Tyr Phe Glu Glu 

530 535 540 

Ser Phe Lys Ala Tyr Glu Arg Gly He Ser Leu Phe Lys Trp Pro Asn 
545 550 555 560 

Val Ser Asp He Trp Ser Thr Tyr Leu Thr Lys Phe He Ala Arg Tyr 

565 570 575 

Gly Gly Arg Lys Leu Glu Arg Ala Arg Asp Leu Phe Glu Gin Ala Leu 

580 585 590 

Asp Gly Cys Pro Pro Lys Tyr Ala Lys Thr Leu Tyr Leu Leu Tyr Ala 

595 600 605 

Gin Leu Glu Glu Glu Trp Gly Leu Ala Arg His Ala Met Ala Val Tyr 

610 615 620 

Glu Arg Ala Thr Arg Ala Val Glu Pro Ala Gin Gin Tyr Asp Met Phe 
625 630 635 640 

Asn He Tyr He Lys Arg Ala Ala Glu He Tyr Gly Val Thr His Thr 

645 650 655 

Arg Gly He Tyr Gin Lys Ala He Glu Val Leu Ser Asp Glu His Ala 

660 665 670 

Arg Glu Met Cys Leu Arg Phe Ala Asp Met Glu Cys Lys Leu Gly Glu 

675 680 685 

He Asp Arg Ala Arg Ala He Tyr Ser Phe Cys Ser Gin He Cys Asp 

690 695 700 

Pro Arg Thr Thr Gly Ala Phe Trp Gin Thr Trp Lys Asp Phe Glu Val 
705 - 710 715 720 

Arg His Gly Asn Glu Asp Thr He Arg Glu Met Leu Arg He Arg Arg 

725 730 735 

Ser Val Gin Ala Thr Tyr Asn Thr Gin Val Asn Phe Met Ala Ser Gin 

740 745 750 

Met Leu Lys Val Ser Gly Ser Ala Thr Gly Thr Val Ser Asp Leu Ala 

755 760 765 

Pro Gly Gin Ser Gly Met Asp Asp Met Lys Leu Leu Glu Gin Arg Ala 



3407 



WO 00/58473 PCT7US00/08621 



aaggaagact gacccgtccc tcccccatcc cccctcccca ccccctcccc aatacagcta 
2640 

cgtttgtaca tcaaaaaaaa a 
2661 

<210> 4210 

<211> 863 

<212> PRT 

<213> Homo sapiens 

<400> 4210 

Xaa Ser Cys Thr Trp Ala Ser Arg Lys Met Val Val Met Ala Arg Leu 

1 5 10 15 ■ 

Ser Arg Pro Glu Arg Pro Asp Leu Val Phe Glu Glu Glu Asp Leu Pro 

20 25 30 

Tyr Glu Glu Glu lie Met Arg Asn Gin Phe Ser Val Lys Cys Trp Leu 

35 40 45 

Arg Tyr He Glu Phe Lys . Gin Gly Ala Pro Lys Pro Arg Leu Asn Gin 

50 . 55 60 

Leu Tyr Glu Arg Ala Leu Lys Leu Leu Pro Cys Ser Tyr Lys Leu Trp 
65 70 75- 80 

Tyr Arg Tyr Leu Lys Ala Arg Arg Ala Gin Val Lys His Arg Cys Val 

85 90 95 

Thr Asp Pro Ala Tyr Glu Asp Val Asn Asn Cys His Glu Arg Ala Phe 

100 105 HO 

Val Phe Met His Lys Met Pro Arg Leu Trp Leu Asp Tyr Cys Gin Phe 

115 120 125 

Leu Met Asp Gin Gly Arg Val Thr His Thr Arg Arg Thr Phe Asp Arg 

130 135 140 

Ala Leu Arg Ala Leu Pro He Thr Gin His Ser Arg He Trp Pro Leu 
145 150 * 155 160 

Tyr Leu Arg Phe Leu' Arg Ser His Pro Leu Pro Glu Thr Ala Val Arg 

165 170 175 

Gly Tyr Arg Arg Phe Leu Lys Leu Ser Pro Glu Ser Ala Glu Glu Tyr 

180 185 190 

He Glu Tyr Leu Lys Ser Ser Asp Arg Leu Asp Glu Ala Ala Gin Arg 

195 200 205 

Leu Ala Thr Val Val Asn Asp Glu Arg Phe Val Ser Lys Ala Gly Lys 

210 215 220 

Ser Asn Tyr Gin Leu Trp His Glu Leu Cys Asp Leu He Ser Gin Asn 
225 230 235 240 

Pro Asp Lys Val. Gin Ser Leu Asn Val Asp Ala He He Arg Gly Gly 

245 250 255 

Leu Thr Arg Phe Thr Asp Gin Leu Gly Lys Leu Trp Cys Ser Leu Ala 

260 265 270 

Asp Tyr Tyr He Arg Ser Gly His Phe Glu Lys Ala Arg Asp Val Tyr 

275 280 285 

Glu Glu Ala He Arg Thr Val Met Thr Val Arg Asp Phe Thr Gin Val 

290 295 300 

Phe Asp Ser Tyr Ala Gin Phe Glu Glu Ser Met He Ala Ala Lys Met 
305 310 315 320 

Glu Thr Ala Ser Glu Leu Gly Arg Glu Glu Glu Asp Asp Val Asp Leu 

325 330 335 

Glu Leu Arg Leu Ala Arg Phe Glu His Leu He Ser Arg Arg Pro Leu 
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gagaccgcct cggagctggg tcgcgaggag 
1020 

gcccgcttcg agcacctcat cagccggcgg 
1080 

caaaacccac accacgtgca cgagtggcac 
1140 

cgggagatca tcaacaccta cacagaggct 
1200 

ggcaagcccc acactctgtg ggtggcgttt 
1260 

gacgatgccc gtgtcatcct ggagaaggcc 
1320 

ctggcaagcg tgtggtgtca gtgcggagag 
1380 . 

gccttgcggc tgctgcgaaa ggccacggcg 
1440 

tcagagcccg tgcagaaccg cgtgtacaag 
1500 

ctggaggaga gcctcggcac cttccagtcc 
1560 

ctgcgtatcg caacacccca gatcgtcatc 
1620 

tacttcgagg agagcttcaa ggcgtacgag 
1680 

gtgtccgaca tctggagcac ctacctgacc 
1740 

ctggagcggg cacgggacct gtttgaacag 
1800 

aagaccttgt acctgctgta cgcacagctg 
1860 

atggccgtgt acgagcgtgc caccagggcc 
1920 

aacatctaca tcaagcgggc ggccgagatc 
1980 

cagaaggcca ttgaggtgct gtcggacgag 
2040 

gacatggagt gcaagctcgg ggagatcgac 
2100 

cagatctgtg atccccggac aactggggca 
2160 

cggcatggca acgaggacac catcagggag 
2220 

acgtacaaca ctcaggtcaa cttcatggcc 
2280 

acgggcaccg tgtctgacct ggctcccggg 
2340 

gaacagagag cagaacagct ggcggctgag 
2400 

agcaagatcc tgttcgtgag gagtgacgcc 
2460 

caggtcaacc ccgaggagat ccagctgggc 
2520 

gagcccaacg aggttcggct ggagcagcag 
2580 



gaggatgatg tggacctgga gctgcgcctg 
cccctgcacc tcagcagcgt cttgctgcgc 
aagcgtgtcg ccctgcacca gggccgcccc 
gtgcagacgg tggacccctt caaggccaca 
gccaagtttt atgaggacaa cggacagctg 
accaaggtga acttcaagca ggtggatgac 
ctggagctcc gacacgagaa ctacgatgag 
ctgcctccgc cgggccgagt atttgatggt 
tcactgaagg tctggtccat gctcgccgac 
accaaggccg tgtacgaccg catcctggac 
aactatgcca tgttcctgga ggagcacaag 
cgcggcatct cgctgttcaa gtggcccaac 
aaattcattg cccgctatgg gggccgcaag 
gctctggacg gctgcccccc aaaatatgcc 
gaggaggagt ggggcctggc ccggcatgcc 
gtggagcccg cccagcagta tgacatgttc 
tatggggtca cccacacccg cggcatctac 
cacgcgcgtg agatgtgcct gcggtttgca 
cgcgcccggg ctatctacag cttctgctcc 
ttctggcaaa cgtggaagga ctttgaggtc 
atgctgagga tacggcggag tgtgcaggcc 
tcgcagatgc tcaaggtgtc gggcagtgcc 
cagagcggca tggatgacat gaagttgctg 
gcggagcgtg accagccctt gcgcgcccag 
tcccgggagg agctggcaga gctggcacag 
gaggacgagg acgaggacga gatggacctg 
agcgtgccag ccgcagtgtt tgggagcctg 
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85 

Thr Pro Ala He Val Pro Pro Lys 
100 

Thr Ser Thr Ala Glu Lys Leu Gly 
115 ■ 120 

Tyr Glu Leu Ser Gin- Arg Ser Leu 

130 135 
His Gly Lys Thr Val Gly Val Val 
145 150 
He Ser Pro Gin Asn Leu Ser Val 
165 

Ser Gin Glu Leu Gin Met Gin Arg 
180 

Lys 



90 , 95 
Lys Phe Arg Gin Cys Pro Glu Pro 
105 HO 
Leu Lys Lys Gly Pro Arg Lys Ala 
125 

Asp Tyr Val Ala Gin Leu Arg Asp 
140 

Asp Thr Arg Lys Lys Thr Lys Leu 
155 160 
Arg Asn Asn Lys Lys Leu Leu Thr 

170 175 
Gin He Arg Pro Lys Ser Gin Lys 
185 190 



<210> 4209 




<211> 2661 




<212> DNA 




<213> Homo sapiens 


<400> 4209 




ntctcctgta 


cctgggcatc 


60 




cggccggacc 


ttgtcttcga 


12 0 




caattctctg 


tcaaatgctg 


180 




aggctcaatc 


agctatacga 


240 




taccgatacc 


tgaaggcgcg 


300 




tatgaagatg 


tcaacaactg 


360 




ctgtggctag 


attactgcca 


420 




accttcgacc 


gtgccctccg 


480 




tatctgcgct 


tcctgcgctc 


540 




ttcctcaagc 


tgagtcctga 


600 




cggctggatg 


aggccgccca 


660 




aaggccggca 


agtccaacta 


720 




ccggacaagg 


tacagtccct 


780 




accgaccagc 


tgggcaagct 


840 




ttcgagaagg 


ctcgggacgt 


900 




ttcacacagg 


tgtttgacag 


960 





cagaaaaatg gtggtgatgg 
ggaagaggac ctcccctatg 
gcttcgctac atcgagttca 
gcgggcactc aagctgctgc 
tcgggcacag gtgaagcatc 
tcatgagagg gcctttgtgt 
gttcctcatg gaccaggggc 
ggcactgccc atcacgcagc 
acacccactg cctgagacag 
gagtgcagag gagtacattg 
gcgcctggcc accgtggtga 
ccagctgtgg cacgagctgt 
caatgtggac gccatcatcc 
ctggtgttct ctcgccgact 
gtacgaggag gccatccgga 
ctacgcccag ttcgaggaga 



cgcgactttc gcggcccgag 
aggaggaaat catgcggaac 
aacagggcgc cccgaagccc 
cctgcagcta caaactctgg 
gctgtgtgac cgaccctgcc 
tcatgcacaa gatgcctcgt 
gcgtcacaca cacccgccgc 
actctcgaat ttggcccctg 
ctgtgcgagg ctatcggcgc 
agtacctcaa gtcaagtgac 
acgacgagcg tttcgtgtct 
gcgacctcat ctcccagaat 
gcgggggcct cacccgcttc 
actacatccg cagcggccat 
cagtgatgac cgtgcgggac 
gcatgatcgc tgcaaagatg 
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<400> 4207 

tttttttttg tgatttgggt ctgatctgcc tttgcatctg aagttcttga ctagtcagaa 
60 

gtttcttatt atttctgaca gacaggttct gaggagaaat taatttagtc ttttttcggg 
120 

tatcaactac tccaacagtt ttgccatgat cacgtaattg agctacataa tccaaagacc 
180 

gctgggacaa ctcatatgcc ttacgaggac cctttttcag gccaagtttc tcagctgttg 
240 

aagttggctc aggacactga cgaaatttct ttggcggcac tatagcagga gttgttctac 
300 

aacttaggta atttgaactt ctattctgtc cttttttggc atctgaatga gttttcttag 
360 

gggtcttaga aactggaact ttcctgatgg gttctgtaca agtacaaagc tttgaagact 
420 

tcttttgtga aaccgtagtg gctctctgaa tacgtgaatt gggagttgaa gtccttctat 
480 

caatactttt aaaatcattt cccacaagct ctctcttatt agtatcagac tggccctcat 
540 

ttctgacaga agatigaagac ctcacaggat cttcagccat tggtttttca gatcgttttc 
600 

tcttaggctt ttttacttca atttcacaaa attcttcaac agaaatactc cgtggtcttg 
660 

tgtgttcttc aatgccctct gctccttttt taacaacttc agatacataa tctgtacaac 
720 

cctgaccatt tgtagtattg gctataggag ccaaacattt tttctcacca tcttgaactg 
780 

aattattatc gtctggatga tcttgccaaa ctgaaaacac ttcagatgaa ctttcaaact 
840 ■ , 

caaaacactg agaatcagat tcctcaaact gaaaaagagt ctctgtcttt tcttccttta 
900 

ctggattctt ttcctcctta ctattaactg ttgaaacgtg ctgctctgga tgttccctct 
960 

caaggcatat tttgtcctgt ttagtgagtt tctcaagact caggattctt tcatca 
1016 

<210> 4208 
<211> 193 
<212> PRT 

<213> Homo sapiens 
<400> 4208 

Met Ala Glu Asp Pro Val Arg Ser Ser Ser Ser Val Arg Asn Glu Gly 

15 10 15 

Gin Ser Asp Thr Asn Lys Arg Glu Leu Val Gly Asn Asp Phe Lys Ser 

20 25 30 

lie Asp Arg Arg Thr Ser Thr Pro Asn Ser Arg lie Gin Arg Ala Thr 

35 40 45 

Thr Val Ser Gin Lys Lys Ser Ser Lys Leu Cys Thr Cys Thr Glu Pro 

50 55 60 

lie Arg Lys Val Pro Val Ser Lys Thr Pro Lys Lys Thr His Ser Asp 
65 70 75 80 

Ala Lys Lys Gly Gin Asn Arg Ser Ser Asn Tyr Leu Ser Cys Arg Thr 
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435 










440 










44S 








Arg 


Glu 
450 


Glu 


Glu 


Pro 


Glu 


Glu 
455 


Ser 


Glu 


Pro 


Ala 


Ala 
460 


His 


Ser 


Phe 


Ala 


Ser 


Ser 


Glu 


Ala Asp 


Asp 


Gin 


Glu 


Val 


Ser 


Glu 


Glu 


Asn 


Phe 


Glu 


Glu 


465 










470 










475 










480 


Arg 


Lys 


Tyr 


Pro Gly 


Glu 


val 


Thr 


Leu 


Thr 


Asn 


Phe 


Lys 


Leu 


Lys 


Phe 






- 




485 










490 










495 




Leu 


Ser 


Lys 


Asp 
500 


He 


Lys 


Lys 


Glu 


Leu 
505 


Leu 


Thr 


Cys 


Pro 


Thr 
510 


Pro 


Gly 


Cys 


Asp 


Gly 


Ser 


Gly 


His 


He 


Thr 


Gly 


Asn Tyr Ala 


Ser 


His 


Arg 


Ser 






515 










520 










525 








Leu 


Ser 


Gly 


Cys 


Pro 


Leu 


Ala 


Asp 


Lys 


Ser Leu Arg Asn 


Leu 


Met 


Ala 




530 










535 










54 0 










Ala 


His 


Ser 


Ala 


Asp 


Leu 


Lys 


Cys 


Pro 


Thr 


Pro Gly Cys 


Asp 


Gly 


Ser 


545 










550 










555 










560 


Gly 


His 


lie 


Thr 


Gly 
565 


Asn 


Tyr 


Ala 


Ser 


His 
570 


Arg 


Ser 


Leu 


Ser 


Gly 
575 


Cys 


Pro 


Arg 


Ala 


Lys 


Lys 


Ser Gly Val 


Lys 


Val 


Ala 


Pro 


Thr 


Lys 


Asp 


Asp 








580 










585 










590 






Lys 


Glu 


Asp 


Pro 


Glu 


Leu 


Met 


Lys 


Cys 


Pro 


Val 


Pro Gly 


Cys 


Val 


Gly 






595 










600 










605 








Leu 


Gly 


His 


lie 


Ser 


Gly Lys 


Tyr 


Ala 


Ser 


His 


Arg 


Ser 


Ala 


Ser 


Gly 




610 










615 










620 










Cys 


Pro 


Leu 


Ala 


Ala 


Arg Arg 


Gin 


Lys 


Glu Gly Ser Leu 


Asn 


Gly 


Ser 


625 










630 










635 










640 


Ser 


Phe 


Ser 


Trp 


Lys 


Ser 


Leu Lys 


Asn 


Glu Gly Pro Thr 


Cys 


Pro 


Thr 










645 










650 










655 




Pro 


Gly 


Cys 


,Asp Gly 


Ser Gly His 


Ala 


Asn Gly Ser 


Phe 


Leu 


Thr 


His 








660 










665 










670 






Arg 


Ser 


Leu 


Ser 


Gly 


Cys 


Pro 


Arg 


Ala 


Thr 


Phe Ala Gly 


Lys 


Lys 


Gly 






675 










680 










685 








Lys 


Leu 


Ser 


Gly Asp 


Glu 


Val 


Leu 


Ser 


Pro 


Lys 


Phe 


Lys 


Thr 


Ser 


Asp 




690 










695 










700 










Val 


Leu 


Glu 


Asn 


Asp 


Glu 


Glu 


lie 


Lys 


Gin 


Leu 


Asn 


Gin 


Glu 


lie 


Arg 


705 










710 










715 










720 


Asp 


Leu 


Asn 


Glu 


Ser 
725 


Asn 


Ser 


Glu 


Met 


Glu 
730 


Ala 


Ala 


Met 


Val 


Gin 
735 


Leu 


Gin 


Ser 


Gin 


He 
740 


Ser 


Ser 


Met 


Glu 


Lys 
745 


Asn 


Leu 


Lys 


Asn 


lie 
750 


Glu 


Glu 


Glu 


Asn 


Lys 
755 


Leu 


He 


Glu 


Glu 


Gin 
760 


Asn 


Glu 


Ala 


Leu 


Phe 
765 


Leu 


Glu 


Leu 


Ser 


Gly 
770 


Leu 


Ser 


Gin 


Ala 


Leu 
775 


He 


Gin 


Ser 


Leu 


Ala 
780 


Asn 


lie 


Arg 


Leu 


Pro 


His 


Met 


Glu 


Pro 


He 


Cys 


Glu 


Gin 


Asn 


Phe 


Asp 


Ala 


Tyr 


val 


Ser 


785 










790 










795 










800 


Thr 


Leu 


Thr 


Asp Met 


Tyr 


Ser 


Asn 


Gin 


Asp 


Pro 


Glu 


Asn 


Lys 


Asp 


Leu 










805 










810 










815 




Leu 


Glu 


Ser 


He 


Lys 


Gin 


Ala 


Val 


Arg 


Gly lie Gin Val 









820 825 



<210> 4207 

<2ll> 1016 

<212> DNA 

<213> Homo sapiens 
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15 10 15 

Pro Asp Val He Phe Gin Glu Asp Thr Ser His Thr Ser Ala Gin Lys 

20 25 30 

Ala Pro Glu Leu Arg Gly Pro Glu Ser Pro Ser Pro Lys Pro Glu Tyr 

35 40 45 

Ser Val He Val Glu Val Arg Ser Asp Asp Asp Lys Asp Glu Asp Thr 

50 " .55 60 

His Ser Arg Lys Ser Thr Val Thr Asp Glu Ser Glu Met Gin Asp Met 
65 70 . 75 80 

Met Thr Arg Gly Asn Leu Gly Leu Leu Glu Gin Ala He Ala Leu Lys 

85 90 95 

Ala Glu Gin Val Arg Thr Val Cys Glu Pro Gly Cys Pro Pro Ala Glu 

100 ■ • ■ ' 105 HO 

Gin Ser Gin Leu Gly Leu Gly Glu Pro Gly Lys Ala Ala Lys Pro Leu 

115 120 125 

Asp Thr Val Arg Lys Ser Tyr Tyr Ser Lys Asp Pro Ser Arg Ala Glu 

130 135 140 

Lys Arg Glu He Lys Cys Pro Thr Pro Gly Cys Asp Gly Thr Gly His 
145 150 155 160 

Val Thr Gly Leu Tyr Pro His His Arg Ser Leu Ser Gly Cys Pro His 

165 170 175 

Lys Asp Arg lie Pro Pro Glu. He Leu Ala Met His Glu Asn Val Leu 

180 185 190 

Lys, Cys Pro Thr Pro Gly Cys Thr Gly Gin Gly His Val Asn Ser Asn 

195 200 205 

Arg Asn Thr His Arg Ser Leu Ser Gly Cys Pro He Ala Ala Ala Glu 

210 215 220 

Lys Leu Ala Lys Ser His Glu Lys Gin Gin Pro Gin Thr Gly Asp Pro 
225 230 235 240 

Ser Lys Ser Ser Ser Asn Ser Asp Arg He Leu Arg Pro Met Cys Phe 

245 250 255 

Val Lys Gin Leu Glu Val Pro Pro Tyr Gly Ser Tyr Arg Pro Asn Val 

260 265 270 

Ala Pro Ala Thr Pro Arg Ala Asn Leu Ala Lys Glu Leu Glu Lys Phe 

275 280 285 

Ser Lys Val Thr Phe Asp Tyr Ala Ser Phe Asp Ala Gin Val Phe Gly 

' 290 295 300 

Lys Arg Met Leu Ala Pro Lys He Gin Thr Ser Glu Thr Ser Pro Lys 
305 310 315 320 

Ala Phe Gin Cys Phe Asp Tyr Ser Gin Asp Ala Glu Ala Ala His Met 

325 330 t 335 

Ala Ala Thr Ala He Leu Asn Leu Ser Thr Arg Cys Trp Glu Met Pro 

340 345 350 

Glu Asn Leu -Ser Thr Lys Pro Gin Asp Leu Pro Ser Lys Ser Val Asp 

355 360 365 

He Glu Val Asp Glu Asn Gly Thr Leu Asp Leu Ser Met His Lys His 

370 375 380 

Arg Lys Arg Glu Asn Ala Phe Pro Ser Ser Ser Ser Cys Ser Ser Ser 
385 390 395 400 

Pro Gly Val Lys Ser Pro Asp Ala Ser Gin Arg His Ser Ser Thr Ser 

405 410 415 

Ala Pro Ser Ser Ser Met Thr Ser Pro Gin Ser Ser Gin Ala Ser Arg 

420 425 430 

Gin Asp Glu Trp Asp Arg Pro Leu Asp Tyr Thr Lys Pro Ser Arg Leu 
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acattgctta ttccaaaaca ttggttcttt ttaaaacatt tttttttacc caaagaaaag 
5220 

aataatagaa attactaaca ataaatataa attcagagtg ttgatatagg attcagtatc 
5280 

cagagtttat ttttaatctt aatcctcagc ttcttgggag ttgctgggct tcagtgtctc 
5340 

tgtggtttca ccagcttagc ttgagctctg gttattttgg atcttttctg ctttttttaa 
5400 ' 

gtaactgagt catttttacc acacagtcca gtttgcatgt atagctagga aacatgtatt 
5460 

gctctagatt gggcagttta agtcatttta aagaaagtta gttcatagtt gttgcctttt 
5520 

aactcatagt caagcttcag tctttcaaag agaaatgtgt gattttcatt tacttgctga 
5580 

tattttgtag tttggagatc cttgtgggca ttattctaac tgatacgtag acacttactt 
5640 

ggaaattttt ggacattata ttaaatgagt gctatctgtg aaattggtta tattaggtgg 
5700 

cttgactaat gttttttcta taattgtata tggactgcat ttttaaaaaa accgcatttg 
5760 

cctttatgct agattgtaaa aaattatatt agaatgcata agacatgttt ttccttcata 
5820 

tgctagactt ttcctagcat ttcgtatttc tgtgttgtca gtgtgtgatt tttaaaccgg 
5880 

aatttggttt aaaaaaaatc tggtggtaat atatgtgaga aatactttgg tgtttacctt 
5940 

atgaaaataa aggattgtaa gtaaagtttc ctgcgcacct tataccagaa ttcagtataa 
6000 

tacactactt tctgttttca aacagataaa tcataatata gtctgtatta tctgtaagat 
6060 

ctgtcttgta aaccacattc ttgacaacta tttgcttttg agtagtttgt attttaatat 
6120 

gtgacttttg tcttgaaaag tagtaaagcc atagacttgt gcaaaacaag tttcaagttt 
6180 

atagatatta agtttgtaat gtgagcatca aatgtgtatg taaaaatact ttttaccagt 
6240 

ctggaacttg ggaaaatcca gggaatttga aacatagatt ttaatgagct ggtaaacaca 
6300 

aatcatgtca ataaaggtag tcaggatatt ttatccttag cattgcttct gcatcctgtg 
6360 

taggattcca attcttgaat atgttctttt caaaatctta agaaaagaac cttttttctt 
6420 

tattaacatc atgtgtttac tttcagcaaa tatttgtatt actgcttgat tctgtgacat 
6480 

tcacaataga tgtagagaag gcattatttt tcattaataa atg 
6523 

<210> 4206 
<211> 829 
<212> PRT 

<213> Homo sapiens 
<400> 4206 

Glu Glu Glix Glu Glu Glu Glu Glu Glu Glu Glu Glu Glu Glu Ala Ala 
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ctgatccagc cctgccattc agagtcagga aaatcaagac ttgtccagtt accaccagtg 
3540 

gcagttcgca gcctccagga cttggctcgc atcgccatcc ggggcaccat taaaaagatt 
3600 

attcatcagg aaactgtgag caaaaacgga aacggactaa agaacacccc caggtttaaa 
3660 

cgaaggagag ttcgccgccg tcgaatggaa acgattgtct ttttggacaa agaagtcttt 
3720 

gccagtcgga tttccaaccc ctcagatgac aacagctgtg aagacttgga agaggaacgg 
3780 

agggaagaag aagagaagac cccgccggaa acaaagccag accccccagt gaacttccta 
3840 

cgccagaagg tcctgagcct ccctctgcca gatcccctga aatactactt gctttattac 
3900 

agagaaaaat aagtctcctg tttgaaaggg ggaaatagga agagcagatt gctgagtgtg 
3960 

aagttcgtgc tgcctgtgtg ctgttgaagg gtcacctgga ggcagacgtt gtggggaagg 
4020 

gaactgctgg gctcatccac accatggttt tcttctagtt cctgattgac ctctaaaatt 
4080 

ctattcagtt gtatgatttg tttacatagt tccacaagac cttcattgca tagaagattg 
4140 

ttttcccaaa gtggagagaa tcttcataga gaaaaagaga aggctgtttc tttttcggct 
4200actgaagtct gcgtaagaga gactgtttga tgaccgtccc tcatgcaaca 4260 
tgcacggtac tcactaaaaa tgaaaactga agtggaaact aacctgtgtt gcttataaag 
4320 

. tgtgaaagca caagcttata aatgtataaa atcttttctg ggtgtgacgc acctgcgtcc 
4380 

aagtttgaat ttttatgata tgtaccactt aattactggc actgagtatc actgaatttc 
4440 

ttagttttct agtggggaaa cattattgag aagccctccc ttattttaag taagttgatt 
4500 

aaatcttatg tgagttgcca gttgtaattt ttcaaaggaa aaattttgat ggggtggagg 
4560 

aatgaattgc cagataatct ttctggaatt ccgagagaat tccaaagagg gttttttttt 
4620 

ttttttttag gacatctttt gataccttta aaagaaccac tgtcaagtaa tccttaaaag 
4680 

aatatcttgg aaaaggaaac agattttttc ctgtgtgtaa gcaataagtg aagttacatt 
4740 

tgccctaacc ctagggatga ttctttaccc agttttaaag cccatcatgg tattctaagg 
4800 

tgttgacacc ctccatcctc agagcaggtc gaaaatatta aatagactgg ggactctatg 
4860 

atgggcagcc tgtgcttttt gacttcagtt tgctattttt ctgtgatcac attagtactg 
4920 

attcatagat tctatctttt ataattctgg agaaaaagat ttgttagttt tgtaattttt 
4980 

ttgtaagacc aaatgtatgt attttagtag ctccattgca tgagaagagt gtaactcaca 
5040 

ctgacttgtg atatcagcct tctctgggcc ttgtgtgtgg agagctttct atcttaccaa 
5100 

gtggtagggc taaaagaaca acagcctttt tggtagtcac atagcagaat gatcagagtt 
5160 
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agcgcatccg gctgcccact ggccgcccgc aggcagaagg aagggtccct caatggctcg 
1920 

tcattctcct ggaagtccct gaagaatgaa ggaccgacct gccccacccc gggctgtgac 

ggctctggcc acgccaatgg gagtttcctc aeccaccgga gtttgtcagg ctgtcccaga 

gcaacctttg ctggaaagaa gggaaaactg tcaggggatg aggtcctcag tccaaagttc 

aagactagcg acgtgttgga gaatgatgag gagatcaagc agctgaacca ggagatccga 

gicctgaacg agtccaactc ggagatggag gctgccatgg tgcagctgca gtcccagatc 
2220 

tcctccatgg agaagaacct gaagaacatc gaggaggaga acaagctcat tgaggagcag 
aatgaagccc tgtttctgga gctgtccggc ctgagccagg ccctcatcca aagtctcgcc 
aaJatccgcc ttccgcacat ggagccaata tgcgaacaga atttcgatgc ctatgtgagc 
accctcaccg acatgtactc caaccaggac ccggagaaca aggacctcct ggagagcatc 
Jagcaggctg tgaggggcat ccaggtctag gccgtgtgg^t acccagaagt gtcccagccc 
accacaccgt ttacctccct cgccctgccc cgcaccgtgg ggatgcccaa ctcacagtga 
cttcccgttt ggggcccggt gtggccgcgg gcgggtttat ccaaagggat ggctggaaat 
tggccgctcc cacgaggctc cctccaggct tggggccgtg gtggccctat ctgtgtgcat 
Jggggcactg aagaattaca aagtgattta tttttgtttt ctgaaagaaa tctgaagagc 
agctcaaagt ctccagtgga agctcatgga caaggttctc agtattgcct aagtgtaatc 

^tgaacatgg gcggtgctgt gagtgctggt gaagacaatg atgagctgat agataatttg 

2880 

aaagaagcac agtatatccg gactgagctg gtagagcagg ctttcagagc tatcgatcgt 
gclgactatt atcttgaaga atttaaagaa aatgcttata aagacttggc atggaagcat ' 
ggaaacattc acctctcagc cccgtgcatc tactcggagg tgatggaagc cctagatctg 
cagcctggac tctcgtttct gaacctgggc agtggcactg ggtatctcag ctccatggtg 
ggcctcattc taggtccttt tggtgtgaac catggggtgg aacttcactc agatgtgata 
gigtatgcaa agcagaaact ggacttcttc atcagaacaa gtgatagttt tgacaagttt 
gacttctgtg aaccttcctt tgttactggg aattgcctgg. agatttctcc ggattgttct 
cagtatgatc gtgtatactg tggggctggc gtgcagaaag agcatgaaga gtacatgaag 
aatcttctca aagtgggagg gatccttgtc atgccactgg aagagaagtt gactaagata 
acacgcacag gtccttcagc ttgggaaacc aaaaagattc ttgctgtttc ttttgctcct 
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atgacccggg gaaacctggg cctcctggag caggccatcg ccctgaaggc tgaacaggtg 
300 

cgcacagtct gcgagccggg ctgcccgcct gccgagcaga gccagctggg cctgggagag 
360 

ccagggaagg cagcaaagcc cctggacact gtgcggaaga gttactacag taaagatcct 
420 

tcaagagctg agaagcgtga gatcaagtgt ccaacaccag gctgtgatgg cactggccac 
480 

gttaccgggt tgtaccctca ccaccgcagc ctttctggct gtccccacaa ggataggatc 
540 

cccccagaga tcttagccat gcatgagaac gtgctgaagt gccccactcc tggctgcaca 
600 

ggccagggtc acgtgaacag caaccgcaac acgcacagaa gtttgtctgg gtgtcccatt 
660 

gctgccgccg aaaaattagc caaatcccat gagaagcagc agccgcagac aggagatcct 
720 

tccaagagta gctccaattc cgatcggatc ctcaggccca tgtgcttcgt gaagcagctc 
780 

gaggtccctc catatgggag ctaccggccc aacgtggccc ccgccacacc cagggccaac 
840 

ttggccaagg agctggagaa gttctccaag gtcacctttg actacgcaag tttcgatgct 
900 

caggtttttg gcaaacgcat gcttgcccca aagattcaga ccagcgaaac ctcacctaaa 
960 

gcctttcaat gctttgacta ctcgcaggac gccgaggctg cacacatggc tgccactgcc 
1020 

atcctgaacc tctccacgcg ctgctgggag atgcctgaga accttagcac gaagccaca'g 
1080' 

gacctcccca gcaagtctgt ggatatcgag gtagacgaaa atggaaccct ggacttgagc 
1140 

atgcacaaac accgcaaacg agaaaatgct ttccccagca gcagcagctg cagcagcagc 
1200 

cccggtgtga agtctcccga cgcctcccag cgccacagca gcaccagcgc ccccagcagc 
1260 

tccatgacct ctccccagtc cagccaggcc tcccgccagg acgagtggga ccggcccctg 
1320 

gactacacca agcctagccg cctgagagag gaggaacctg aggagtcaga gccagcagcc 
1380 

cattcttttg cttcttctga agcagatgac caggaagtgt cggaagagaa ttttgaggag 
1440 

cggaagtatc cgggggaagt caccctgacc aactttaagc tgaagtttct ctccaaggac 
1500 

ataaagaagg agctgctcac ctgtcccacc cctggctgtg acggcagcgg ccacatcacc 
1560 

gggaactacg cctcccaccg cagcctctct ggttgccctc ttgctgacaa gagcctcaga 
1620 

aacctcatgg ctgcccactc tgctgacctc aagtgcccca cgcccggctg tgacggctct 
1680 

ggccacatca cagggaacta cgcttcacac cggagcttgt ccggctgccc tcgtgcaaag 
1740 

aaaagtggag tcaaggtggc acccaccaag gacgacaagg aggaccccga gctgatgaag 
1800 

tgcccagttc caggctgtgt ggggctcggt cacatcagcg ggaaatacgc ctctcacagg 
1860 
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ctgtacacca gattggaaat ggagtgaaac aagccctccc atgccatgtc cccgtgggcc 
780 . 

acgccttatg taagaatatt tccatatttc agtgggcact c.ccaacctca gcacttgtcc 
840 

gtagggtcac acgcgtgccc tgttgctgaa tgtatgttgc gtatcccaag gcactgaaga 
900 

ggtggaaaaa taatcgtgtc aatctggatg atagagagaa attaactttt ccaaatgaat 
960 

gtcttgcctt aaaccctcta tttcctaaaa tattgttcct aaatggtatt ttcaagtgta 
1020 

atattgtgag aacgctactg cagtagttga tgttgtgtgc tgtaaaggat tttaggagga 
1080 

atttgaaaca ggatatttaa gagtgtggat atttttaaaa tgcaataaac atctcagtat 
1140 

ttgaagggtt ttcttaaagt atgtcaaatg actacaatcc atagtgaaac tgtaaacagt 
1200 

aatggacgcc aaattatagg tagctgattt tgctggagag tttaattacc ttgtgcagtc 
1260 

aaagagcgct tccagaagga atctcttaaa acataatgag aggtttggta atgtgatatt 
1320 

ttaagcttac tctttttctt aaaagagaga ggtgacgaag gaaggcag 
1368 

<210> 4204 
<211> 80 
<212> PRT 

<213> Homo sapiens . 
<400> 4204 

Met Arg Asn Asn Phe Arg His Tyr Phe He Glu Pro Ser Gin Leu Lys 

1 5 10 ^ 15 

Leu Phe Tyr Asp Val He Thr Trp He Val Thr Gin Val Ala He Ser 

20 25 30 

Tyr Thr Val Val Pro Phe Val Leu Leu Ser He Lys Pro Ser Leu Thr 

35 40 45 

Phe Tyr Ser Ser Trp Tyr Tyr Cys Leu His lie Leu Gly He Leu Val 

50 .55 60 
Leu Leu Leu Leu Pro Val Lys Lys Asn Ser Lys Lys Lys Glu Tyr Thr 
65 70 75 .80 

<210> 4205 

<211> 6523 

<212> DNA 

<213> Homo sapiens 

<400> 4205 

gaagaggagg aggaagagga agaggaagag gaggaggagg aggcagptcc tgatgtgatc 
60 

tttcaggaag acacctctca cacctctgcc cagaaggccc ctgagctccg gggcccagaa 
120 

tcacccagtc ccaagcctga gtactctgtt attgtggagg tccgctcgga tgatgacaag 
180 

gacgaggaca cccactcccg gaagtcaaca gtcactgacg agtcggagat gcaggacatg 
240 
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65 








70 








75 








80 


Thr 


Val 


Asp Arg 


Phe 


vjj. y 


Arg Arg Gly 


He 


Leu 


Leu 


Leu 


Ser Met 


Thr 








85 








90 








95 




Leu 


Thr 


Gly He 


Ala 


ser 


Leu Val 


Leu Leu Gly Leu 


Trp 


Asp Tyr 


Leu 






100 








105 










110 




Asn 


Glu 


Ala Ala 


He 


Thr 


Thr Phe 


Ser 


Val 


Leu Gly 


Leu 


Phe Ser 


Ser 






115 






120 










125 






Gin 


Ala 


Ala Ala 


He 


Leu 


Ser Thr 


Leu 


Leu 


Ala 


Ala 


Glu 


Val He 


Pro 




130 








135 








14 0 








Thr 


Thr 


Val Arg Gly 


Arg 


Gly Leu Gly 


Leu 


He 


Met 


Ala Leu Gly Ala 


145 








150 








155 








160 


Leu Gly 


Gly Leu 


Ser 


Gly 


Pro Ala 


Gin 


Arg 


Leu 


His 


Met Gly His 


Gly 








165. 








170 








175 




Ala 


Phe 


Leu Gin 


His 


val 


Val Leu 


Ala 


Ala 


Cys 


Ala 


Leu 


Leu Cys 


He 






180 








185 










190 




Leu 


Ser 


He Met 


Leu 


Leu 


Pro Glu 


Thr 


Lys 


Arg 


Lys 


Leu 


Leu Pro 


Glu 






195 






200 










205 






Val 


Leu 


Arg Asp Gly 


Glu 


Leu Cys 


Arg 


Arg 


Pro 


Ser 


Leu 


Leu Arg 


Gin 




210 








215 








220 








Pro 


Thr 


Pro Thr 


Arg 


Cys 


Asp His 


Val 


Pro 


Leu 


Leu 


Ala 


Thr Pro 


Asn 


225 








230 








235 








240 


Pro 


Ala 


Leu 























<210> 4203 

<211> 1368 

<212> DNA 

<213> Homo sapiens 

<400> 4203 

ntcctttcca ctagaagcga ggtgtgtact gcgtgcatgt ttgctgagcg ctcaccacgg 
60 

gctaggctcc atgcccagtt cctgtgagga gaaaacacgt ttctatgtgc ccggcaggta 
120 

ggaggcactc acaaaatgtt actttgtctt tacagaattt tctgaaggag agataaaaac 
180 

tgagttaaat aaagatgatc agaatggatg agaaataact ttagacatta tttcattgaa 
240 

ccttcccaac tgaaattatt ttatgatgtt ataacatgga tagtaactca agtagcaata 
300 

agttacacag ttgtgccatt tgtgcttctt tctataaaac catcactcac gttttacagc 
360 

tcctggtatt attgcctgca cattcttggt atcttagtat tattgttgtt gccagtgaaa 
420 

aaaaactcaa agaagaaaga atacacatga aaacattcag ctctcacaat ccaaaaagtt 
480 

tgatgaagga gaaaattctt tgggacagaa cagtttttct acaacaaaca atgtttgcaa 

540 - - 

tcagaatcaa gaaatagcct cgagacattc atcactaaag cagtgatcgg gaaggctctg 
600 

agggctgttt tttttttttg atgttaacag aaaccaatct tagcaccttt tcaaggggtt 
660 

tgagtttgtt ggaaaagcag ttaactgggg ggaaatggac agttatagat aaggaatttc 
720 



3395 



WO 00/58473 PCT/US00/08621 



. <210> 4201 

<211> 917 

<212> DNA 

<213> Homo sapiens 

<400> 4201 

ctgcaggacc tggagaatac ctgccctctc cctgcaacat cctccttttc ctttgcttcc 
60 

ctcctcaact accgcaacat ctggaaaaat ctgcttatcc tgggcttcac caacttcatt 

120 - 
gcccatgcca ttcgccactg ctaccagcct gtgggaggag gagggagccc atcggacttc 

180^ 

tacctgtgct ctctgctggc cagcggancc gcagccctgg cctgtgtctt cctgggggtc 
240 

accgtggacc gatttggccg ccggggcatc cttcttctct ccatgaccct taccggcatt 
300 

gcttccctgg tcctgctggg cctgtgggat tatctgaacg aggctgccat caccactttc 
360 

tctgtccttg ggctcttctc ctcccaagct gccgccatcc tcagcaccct ccttgctgct 
420 

gaggtcatcc ccaccactgt ccggggccgt ggcctgggcc tgatcatggc tctaggggcg 
480 

cttggaggac tgagcggccc ggcccagcgc ctccacatgg gccatggagc cttcctgcag 
540 

cacgtggtgc tggcggcctg cgccctcctc tgcattctca gcattatgct gctgccggag 
600 

accaagcgca agctcctgcc cgaggtgctc cgggacgggg agctgtgtcg ccggccttcc 
660 

ctgctgcggc agccaacccc tacccgctgt gaccacgtcc cgctgcttgc cacccccaac 
720 

cctgccctct gaacggcctc tgagtaccct ccctgctgct ttgcattcac ttccttggcc 
780 

agagtcaggg gacagggaga gagctccaca ctgtaaccac tgggtctggg ctccatcctg 
840 

cgcccaaaga catccaccca gacctcatta attcttgctc tatcaatctg tttcaataaa 
900 

gacatttgga ataaacg 
917 

<210> 4202 

<211> 243 

<212> PRT 

<213> Homo sapiens 

<400> 4202 

Leu Gin Asp Leu Glu Asn Thr Cys Pro Leu Pro Ala Thr Ser Ser Phe 

1 S 10 15 

Ser Phe Ala Ser Leu Leu Asn Tyr Arg Asn He Trp Lys Asn Leu Leu 

20 25 30 

He Leu Gly Phe Thr Asn Phe He Ala His Ala He Arg His Cys Tyr 

.35 40 45 

Gin Pro Val Gly Gly Gly Gly Ser Pro Ser Asp Phe Tyr Leu Cys Ser 

50 55 60 

Leu Leu Ala Ser Gly Xaa Ala Ala Leu Ala Cys Val Phe Leu Gly Val 
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gacactgact tgatacagca tgaagtttct agtgccacac acagtattta gaaaaccttt 



1200 



aggcgtgaat gactcatgtg ggatatatgt aaacataatg tttattttat ctcacaaatg 



1260 



catgtgaaat gtataattac atcttaggaa tccaaaatgg tctgcagaga gtgagcggag 



1320 



gcaccagatc aatgttggtt ctttgcactg gtgagattct gcctgatgaa tattaaagat 



1380 



atcctgcttt ctgagaactc tatcaccaga tggcagttgg gatatgggag gaactaaagc 



1440 



atcctgtttt gtatctgtcc agatcattat ttctgtctct tgttttttct tcctggttca 



1500 



ggatactttt ttaaggggtt gagaattgaa gattttccaa aagcgttcat gaatttagag 



1560 



cattccaccc aatataataa aacctgttaa gaatgtcagt ctttgttcaa acatctgttt 



1620 

gttctatctc cagtcattaa atcagtgctg ctgcatgaca ctcttaactc ctgacttttt 
1680 

atatccagtc ataaagttga ctttcagcac aaaagatact tataaacaaa taaaaaattt 
1740 

ttatttttct ctcttactga tgtaagctt 
1769 

<210> 4200 

<211> 186 

<212> PRT 

<213> Homo sapiens 

<400> 4200 

Met Leu Ala Leu He Ser Arg Leu Leu Asp Trp Phe Arg Ser Leu Phe 

1 5 10 -15 

Trp Lys Glu Glu Met Glu Leu Thr Leu Val Gly Leu Gin Tyr Ser Gly 

20 25 30 

Lys Thr Thr Phe Val Asn Val He Ala Ser Gly Gin Phe Ser Glu Asp 

35 40 45 

Met He Pro Thr Val Gly Phe Asn Met Arg Lys Val Thr Lys Gly Asn 

50 55 60 

Val Thr He Lys He Trp Asp He Gly Gly Gin Pro Arg Phe Arg Ser 
65 70 75 80 

Met Trp Glu Arg Tyr Cys Arg Gly Val Asn Ala He Val Tyr Met He 

85 .90 95 

Asp Ala Ala Asp Arg Glu Lys He Glu Ala Ser Arg Asn Glu Leu His 

100 105 HO 

Asn Leu Leu Asp Lys Pro Gin Leu Gin Gly He Pro Val Leu Val Leu 

115 120 125 

Gly Asn Lys Arg Asp Leu Pro Gly Ala Leu Asp Glu Lys Glu Leu He 

130 135 140 

Glu Lys Met Asn Leu Ser Ala He Gin Asp Arg Glu He Cys Cys Tyr 
145 150 155 160 

Ser He Ser Cys Lys Glu Lys Asp Asn He Asp He Thr Leu Gin Trp 

165 170 175 

Leu He Gin His Ser Lys Ser Arg Arg Ser 
180 185 
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85 90 95 

Met Ala Asp Tyr Ser Asn Lys Leu Tyr Tyr Gin Leu Glu Gin Glu Thr 

100 105 HO 

Glv He Gin Thr Gly Tyr Thr Arg Thr Gly Ser lie Phe Leu Ala Gin 

US 120 125 

Thr Gin Asp Arg Leu He Ser Leu Lys Arg He Asn Ala Gly Leu Lys 

130 135 140 

Tyr Val Arg Val 
145 

<210> 4199 

<211> 1769 

<212> DNA 

<213> Homo sapiens 

<400> 4199 

nnatccgctc ggcttcctgg gtctggctgc tgccgcccgc cggtgtccgc ccgtgtcgcg 

60 . ' 

ccggggcacc aaggagccgt tggagggtcc gggcggaggc ccgctcgtgt ggaagtcgtc 

gacgccgccg ctcgtccgtc ctcccgtccg ttctcgctcc cggccgccat catgctggcg 
180 

ctcatctccc gcctgctgga ctggttccgt tcgctcttct ggaaggaaga gatggagctg 

acgctcgtgg ggctgcagta ctcgggcaag accaccttcg tcaatgtcat cgcgtcaggt 

caattcagtg aagatatgat acccacagtg ggcttcaaca tgaggaaggt aactaaaggt 
360 

aacgtcacaa taaagatctg ggacatagga ggacaacccc gatttcgaag catgtgggag 
420 

cggtattgca gaggagtcaa tgctattgtt tacatgatag atgctgcaga tcgtgaaaag 
480 

atagaagctt cccgaaatga gctccacaac ctactggaca aaccacagtt acaaggaatt 
540 

ccagtgctag tgcttggaaa caagcgagac cttccgggag cattggatga gaaggagctg 
600 

attgagaaaa tgaatctgtc tgctattcag gatagagaaa tttgctgcta ttcaatttct 
660 

tgcaaagaaa aggataatat agatatcaca cttcagtggc ttattcagca ttcaaaatct 

Igaagaagct gaagcatctc ctgaagtctt ccagtccttc ttggctataa tcctagaatt 

Ittgtccgtt cctctgaagt aattcccaga atacggtcct tcctaaaccc cagaaattgc 
840 

ctttttcaga gtttatttct catgtgcact gctgaagatg aatatcccta atccttcata 

900 . 
aagaatcagc tagagttgtc atgataaagt cagcacacac aaaaaggctt cttacacata 

960 

cctgtcttaa accatgtgta gagctttaaa aacagaaaaa aaaccccata tacttatgac 

1020 ^ _ 

catcttaaat caagaaaatt gcatatttcc attctggtct ttctgggcca gatttttata 

ttggttttca gtaaatgtct atctataata tttcattata gagtccagta gcttaatact 
1140 
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245 250 255 

His Cys Ala Met Gly Val Ser Arg Ser Ala.Thr Leu Val Leu Ala Phe 

260 265 270 

Leu Met He Tyr Glu Asn Met Thr Leu Val Glu Ala He Gin Thr Val 

275 280 285 

Gin Ala His Arg Asn lie Cys Pro Asn Ser Gly Phe Leu Arg Gin Leu 

290 295 300 

Gin Val Leu Asp Asn Arg Leu Gly Arg Glu Thr Gly Arg Phe 
305 310 315 

<210> 4197 

<211> 597 

<212> DNA 

<213> Homo sapiens 

<400> 4197 

cggttgctgt cgattgttgg aagacaaaga gccagcccag gatggcagaa ctggtcctct 
60 

gcaagaaaca gcgcgtcagc tgccgaggcg cgttccatgg ccctgcccac ccaggcacag 
120 

gtggtcatct gtggaggtgg aatcacgggc acttctgtgg cccatcacca atccaaaatg 
180 

gggtggaagg atattgtcct tttggagcag ggcaggctgg ctgctggctc taccaggttc 
240 

tgtgctggca tcctgagcac tgccaggcac ttgaccattg agcagaagat ggcagactac 
300 

tcaaacaaac tctactatca gttagagcaa gaaacaggga tccaaacagg ttacacaagg 
360 

acaggctcaa tctttctggc ccaaactcag gaccgactga tctccctgaa gcgcatcaac* 
420 

gcagggctga agtacgtaag agtctagaag cgtgtcctga ctttaccaca ctggcctctg 
480 

ccaaagagcc tgtgaatgtc attgtccctt gtgttctgtg gcagtgttat aggtatccct 
540 

tctgagatca tctcccccaa gaaagtggcc gagcttcacc atctcctcaa cgtgcac 
597 

<210> 4198 

<211> 148 

<212> PRT 

<213> Homo sapiens 

<400> 4198 

Arg Leu Leu Ser He Val Gly Arg Gin Arg Ala Ser Pro Gly Trp Gin 

1 5 10 15 

Asn Trp Ser Ser Ala Arg Asn Ser Ala Ser Ala Ala Glu Ala Arg Ser 

20 25 30 

Met Ala Leu Pro Thr Gin Ala Gin Val Val He Cys Gly Gly Gly He 

35 40 45 

Thr Gly Thr Ser Val Ala His His Gin Ser Lys Met Gly Trp Lys Asp 

50 55 60 

He Val Leu Leu Glu Gin Gly Arg Leu Ala Ala Gly Ser Thr Arg Phe 
65 70 75 80 

Cys Ala Gly He Leu Ser Thr Ala Arg His Leu Thr He Glu Gin Lys 
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cgatacatcc gagctgccct cagtgttccc caaggccgcg tgctggtaca ctgtgccatg 
780 

ggggtaagcc gctctgccac acttgtcctg gccttcctca tgatctatga gaacatgacg 
840 

ctggtagagg ccatccagac ggtgcaggcc caccgcaata tctgccctaa ctcaggcttc 
900 

ctccggcagc tccaggttct ggacaaccga ctggggcggg agacggggcg gttctgatct 
960 

ggcaggcagc caggatccct gacccttggc ccaaccccac cagcctggcc ctgggaacag 
1020 

caggctctgc tgtttctagt gaccctgaga tgtaaacagc aagtgggggc tgaggcagag 
1080 

gcagggatag ctgggtggtg acctcttagc gggtggattt ccctgaccca attcagagat 
1140 

tctttatgca aaagtgagtt cagtccatct ctataataaa atattcatcg tcataaaaaa 
1200 

<210> 4196 
<211> 318 
<212> PRT 

<213> Homo sapiens 
<400> 4196 

Xaa Gly Ser Leu Leu Ala Ala Val Trp Thr Asn Leu Ala Gin Pro Phe 

1 5 10 15 

His Arg Arg Cys Ser Trp Ser Leu Leu Pro Ala Met Gly Leu Cys Thr 

20 25 30 

Phe Ala Thr Leu Ala Leu He Leu Leu Val Leu Leu Glu Ala Leu Ala 

35 40 45 

Gin Ala Asp Thr Gin Lys Met Val Glu Ala Gin Arg Gly Val Gly Pro 

50 55 60 

Arg Ala Cys Tyr Ser He Trp Leu Leu Leu Ala Pro Thr Pro Pro Leu 
65 70 75 80 

Ser His Cys Leu Gin Ser Pro Gin Lys Gin His Gin Val Cys Gly Asp 

85 90 95 

Arg Arg Leu Lys Ala Ser Ser Thr Asn Cys Pro Ser Glu Lys Cys Thr 

100 105 HO 

Ala Trp Ala Arg Tyr Ser His Arg Met Asp Ser Leu Gin Lys Gin Asp 

115 120 125 

Leu Arg Arg Pro Lys He His Gly Ala Val Gin Ala Ser Pro Tyr Gin 

130 135 140 

Pro Pro Thr Leu Ala Ser Leu Gin _ Arg Leu Leu Trp Val Arg Gin Ala 
145 150 155 160 

Ala Thr Leu Asn His He Asp Glu Val Trp Pro Ser Leu Phe Leu Gly 

165 170 175 . 

Asp Ala Tyr Ala Ala Arg Asp Lys Ser Lys Leu He Gin Leu Gly He 

180 185 190 

Thr His Val Val Asn Ala Ala Ala Gly Lys Phe Gin Val Asp Thr Gly 

195 200 205 

Ala Lys Phe Tyr Arg Gly Met Ser Leu Glu Tyr Tyr Gly He Glu Ala 

210 , 215 220 

Asp Asp Asn Pro Phe Phe Asp Leu Ser Val Tyr Phe Leu Pro Val Ala 
225 230 235 240 

Arg Tyr He Arg Ala Ala Leu Ser Val Pro Gin Gly Arg Val Leu val 
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340 




345 










350 






Pro 


Leu 


Ala 
355 


Glu 


Gly Thr 


Pro Arg Ser 
360 


Asn 


His 


Ser 


Ala 
365 


Gin 


Asp 


Ser 


Ala 


Val 
370 


Glu 


Asn 


Leu Leu 


Leu Leu Ser 
375 


Lys 


Ala 


Lys 
3 80 


Leu 


Val 


Pro 


Ser 


Glu 


Arg 


Glu 


Ala 


Ser Pro 


Ser Asn Ser 


Cys 


Gin 


Asp 


Ser 


Thr Asp 


Thr 


385 






390 






395 










400 


Glu 


Ser 


Asn 


Asn 


Glu Glu 


Gin Arg Ser 


Gly Leu 


He 


Tvr 
j 


Leu 


Thr 


Asn 










405 




410 










415 




His 


He 


Ala 


Pro 


His Ala Arg Asn Gly Leu 


Ser 


Leu 


Lys 


Glu 


Glu 


His 








420 




425 










430 






Arg Ala 


Tyr 


Asp 


Leu Leu 


Arg Ala Ala 


Ser 


Glu 


Asn 


Ser 


Gin 


Asp 


Ala 






435 






440 








445 








Leu 


Arg 


Val 


Val 


Ser Thr Ser Gly Glu Gin 


Met 


Lys 


Val 


Tyr 


Lys 


Cys 




450 








455 






460 










Glu 


His 


Cys 


Arg 


Val Leu 


Phe Leu Asp 


His 


Val 


Met 


Tyr 


Thr 


He 


His 


465 








470 






475 










480 


Met 


Gly 


Cys 


His 


Gly Phe 
485 


Arg Asp Pro 


Phe 
490 


Glu 


Cys 


Asn 


Met 


Cys 
495 


Gly 


Tyr 


His 


Ser 


Gin 


Asp Arg 


Tyr Glu Phe 


Ser 


Ser 


His 


He 


Thr 


Arg 


Gly 






500 




505 










510 






Glu 


His 


Arg 
515 


Phe 


His Met 


Ser 

















<210> 4195 

<211> 1200 

<212> DNA 

<213> Homo sapiens 

<400> 4195 

nngggaagtc ttcttgcagc cgtgtggacg aatttggccc aaccttttca taggagatgc 
60 

agctggtcct tactccctgc catggggctc tgcacgtttg ccaccctggc actgatcctg 
120 

ctggtgctgc tggaggctct ggcccaggcg gacacacaga agatggtgga agcccagcgt 
180 

ggggtcggcc ctagagcctg ctactccatc tggctcctcc tggcgcctac accccctctc 
240 

agccactgtc ttcagtctcc acagaaacag catcaagtgt gcggagacag gcggctgaaa 
300 

gccagcagca cgaactgccc gtcagagaag tgcacagcct gggccagata ctcccacagg 
360, 

atggactcac tgcagaagca ggacctccgg aggcccaaga tccatggggc agtccaggca 
420 

tctccctacc agccgcccac attggcttcg ctgcagcgct tgctgtgggt ccgtcaggct 
480 

gccacactga accatatcga tgaggtctgg cccagcctct tcctgggaga tgcgtacgca 
540 

gcccgggaca agagcaagct gatccagctg ggaatcaccc acgttgtgaa tgccgctgca 
600 

ggcaagttcc aggtggacac aggtgccaaa ttctaccgtg gaatgtccct ggagtactat 
660 

ggcatcgagg cggacgacaa ccccttcttc gacctcagtg tctactttct gcctgttgct 
720 
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ttggaggtta tgactccttg gtgaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
6420 

aaaaaaaaaa aaaaaaaaa 
6439 

<210> 4194 

<211> 519 

<212> PRT * 

<213> Homo sapiens 

<400> 4194 

Met Asp Ala Asp Glu Gly Gin Asp Met Ser Gin Val Ser Gly Lys Glu 

x s 10 15 

Ser Pro Pro Val Ser Asp Thr Pro Asp Glu Gly Asp Glu Pro Met Pro 
20 25 30 

He Pro Glu Asp Leu Ser Thr Thr Ser Gly Gly Gin Gin Ser Ser Lys 

35 40 45 

Ser Asp Arg Val Val Ala Ser Asn Val Lys Val Glu Thr Gin Ser Asp 

50 55 60 

Glu Glu Asn Gly Arg Ala Cys Glu Met Asn Gly Glu Glu Cys Ala Glu 
65 70 75 80 

Asp Leu Arg Met Leu Asp Ala Ser Gly Glu Lys Met Asn Gly Ser His 

85 90 95 

Arg Asp Gin Gly Ser Ser Ala Leu Ser Gly Val Gly Gly He Arg Leu 

100 ^ 105 HO 

Pro Asn Gly Lys Leu Lys Cys Asp He Cys Gly He He Cys He Gly 

115 120 125 

Pro Asn Val Leu Met Val His Lys Arg Ser His Thr Gly Glu Arg Pro 

130 . 135 140 

Phe Gin Cys Asn Gin Cys Gly Ala Ser Phe Thr Gin Lys Gly Asn Leu 
145 150 155 160 

Leu Arg His He Lys Leu His Ser Gly Glu Lys Pro Phe Lys Cys His 

165 170 175 

Leu Cys Asn Tyr Ala Cys Arg Arg Arg Asp Ala Leu Thr Gly His Leu 

180 185 190 

Arg Thr His Ser Val Gly Lys Pro His Lys- Cys Gly Tyr Cys Gly Arg 

195 200 205 

Ser Tyr Lys Gin Arg Ser Ser Leu Glu Glu His Lys Glu Arg Cys His 

210 215 220 

Asn Tyr Leu Glu Ser Met Gly Leu Pro Gly Thr Leu Tyr Pro Val He 
225 230 235 240 

Lys Glu Glu Thr Asn His Ser Glu Met Ala Glu Asp Leu Cys Lys He 

245 250 255 

Gly Ser Glu Arg Ser Leu Val Leu Asp Arg Leu Ala Ser Asn Val Ala 

260 265 270 

Lys Arg Lys Ser Ser Met Pro Gin Lys Phe Leu Gly Asp Lys Gly Leu 

275 280 285 

Ser Asp Thr Pro Tyr Asp Ser Ser Ala Ser Tyr Glu Lys Glu Asn Glu 

290 295 300 

Met Met Lys Ser His Val Met Asp Gin Ala He Asn Asn Ala He Asn 
305 310 315 320 

Tyr Leu Gly Ala Glu Ser Leu Arg Pro Leu Val Gin Thr Pro Pro Gly 

325 330 335 

Gly Ser Glu Val Val Pro Val He Ser Pro Met Tyr Gin Leu His Lys 
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catcacatta tcattgcata tcagcaaagg 
.4800 

ccagcatgtt ccatttccaa tttagaatta 
4860 

gagaaagagc tgcctgagat gtagttttgt 
4920 

ttttttcttg ttttgttttg ttttgactgc 
4980 

caaaacaaac gcgagatgaa ctggacttat 
5040 

cctttcttca gttccagcaa taatgaatgg 
5100 

accggagggt aacaggttgg cctgttgatt 
5160 

cccctccctg acaccccagc ttcccaggat 
5220 

catatccctt ctgtaatttg tacctaaaga 
5280 

catttcaatg tatttttact ttaagatgaa 
5340 

aggcatcaga aaaaagaagc acataatgct 
5400 

tgtaaccaca tattaatatg caatattgtt 
5460 

tgttgtgtgt ggtgattgtt caggtcgaat 
5520 

agctgccctt ctggcgagta catgcacagg 
5580 

agtctgcctc tatgatgatg ttaaattatt 
5640 

ctggaggaat agagtatcct tttgtacaca 
5700 

caaataaatg caacgaatac tctgtctgcc 
5760 

gaaggcccag cagagcagga atctgcctag 
5820 

gggagaagag atgggcctca ggacagctgc 
5880 

gatgtggcca gcgcacgagt tcagcacaac 
5940 

gggaattcta agtcccagtc ttgagggtgg 
6000 

tccagttctc cactgcagca tgcttcagtc 
6060 

acaatttcac taccttgtct tttacatagt 
6120 

acgctgtaaa tcttgagtat tcatttaccc 
6180 

ctgcattgca cttctcttcc cgaggagtgg 
6240 

atgttagtat agaattttga aattgggaat 
6300 

aaaatttctg atcccatttc tgatggatgt 
6360 



gtaaagtcct agcaccaatt gcttcacata 
gccacataat aaaatcttag aatcttcctt 
tatatggttc cccaccgacc atttttgtgc 
actgtgagtt ttgtagtgtc ctcttcttgc 
gtagacaaat cgtgatgcca gtgtatcctt 
tcaacttttt taaaatctag atcattggag 
acagctagta atcgctgtgt cttgttccgc 
gtggaaagcc tggatctcag ctccttgccc 
gtgtgattat cctaattgat ctctctcatt 
ccaaaattat tagacttatt taagatgtac 
tttggtgcga tggcactcac tgtgaacatg 
tccaatactt tctaatacag ttttttataa 
ctgttgtatc cagtacagct ttaggtcttc 
attgtaaatg agaaatgcag tcatatttcc 
gctgtttagc tgtgaacaag ggatgtacca 
ttttgaaatg cttcttctgt agtgatagaa 
ctatcccgtg aagtccacac tggcgtaaga 
actttctccc aatgagatcc caatatgaga 
aataccactt gggaacacat gtggtgtctt 
gtacctccca tctacaacag tgctggacgt 
gtggagatgg agggcaacaa gagatacatt 
attctgtgag tggccgggcc cagggccctc 
cataagaatt atcctcaaca tagccttttg 
ttttctgatc tcctggaaac agctgcctgc 
ggtaaattta aaagtcaagt tatagtttgg 
taaaaatcag gactggggac tgggagacca 
gtcacacctt ttctgtcaaa ataaaatgtc 
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aggaaagagg aggcaaatgg 
3180 

gaggcactga agcccgagga 
3240 

ttcaagatta atgctatcaa 
3300 

atataccatt tcaaatattt 
3360 

aagcaacaga gaggaaattg 
3420 

agtctcagca ctatgacatt 
3480 

gcattgtagg ataattagca 
3540 

gaattgacaa cccaaactct 
3600 

ctgggggaga accactgacc 
3660 

caagaaaaaa aatagaaaag 
3720 

aaggctgact tgtgttcatg 
3780 

ggtcttcaaa aatatatttc 
3840 

aaagatacca ttcttgagtc 
3900 

cgggaataaa caaaattgct 
3960 

agggctttag acagcactcc 
4020 

ttaatatctc taaggtgaga 
4080 

gttcttttcc atccatcccc 
4140 

attcaaacaa agctcaaacc 
4200 

gctttgccct ttcctctcac 
4260 

ttgttgtggt- tttatattgt 
4320 

tttcatatta tgtcagcaag 
4380 

aaagttgctg aagtttctct 
4440 

ttttgcgtag tttcttctgt 
4500 

actactgtgt gcctagattc 
4560 

gagggtaaca ggttggcctg 
4620 

tccctgacac cccagcttcc 
4680 

tcccttctgt aatttgtacc 
' 4740 



cactgcaggt gagaaccccg 
aggtgtgtgg agattctaat 
tcattaaggt cattactctc 
acagtacttg tcttcaccaa 
tacataagta cctcagcatt 
ttgggctgac tacttatttg 
gtatccctgg tggctaccca 
ccagacatca ccaactgtcc 
caaatgaatt ctaaaccaat 
cacttgaaga atattcccaa 
tggagtcatt ataaattcta 
ctcataaaca tttgagtttt 
atggatttct ctgctcacag 
gcaccaatgc actgagtgaa 
ttcaatatgc aatcacagag 
gccttcttag agtcagtttg 
ctgagtcagt tggttgaagg 
agaactgtaa atagtgattg 
tgccttttat agccaatata 
aacaccattt ttctttgaaa 
taattaactt atgtttaaaa 
tctagctggt aaagtaggag 
tgtatgatgg cgtgagtgtg 
catgcactct cgttgtgttt 
ttgattacag ctagtaatcg 
caggatgtgg aaagcctgga 
taaagagtgt gattatccta 



cccatccgtg ctatgacatg 
cccaacaagc aagggtctcc 
aaccacctag gcaatgaaga 
cactgtccca aggtgaaatg 
taatccaaac aggggttctt 
ttaggcggga gctctcctgt 
atagacgcca gtagcacccc 
cctgcgagga gaaatcactc 
caaatgtctg ggaagccctc 
tattcccggt cagcagtatc 
taaatcaatt attccccttc 
gttgaaaaga tggagtttac. 
aagggtgtgg catttggaaa 
ggaagagaga cagaggatca 
aaagatgcgc cttatccaag 
ttgcaaattt cacctactct 
gagttatttt ttcaagtgga 
caggaattct tttctaaact 
aatgtctctt tgcacacctt 
ctattgtatt taaagtaagg 
ggtggccata tcatgtacca 
tttgcatgac ttcacacttt 
tgtcttgggt accgctgtgt 
gaagtaaata ttggagaccg 
ctgtgtcttg ttccgccccc 
tctcagctcc ttgccccata 
attcaagagt cactaaaact 
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tcgcaggacg cgctccgcgt ggtcagcacc 
1560 

gaacactgcc gggtgctctt cctggatcac 
1620 

ggcttccgtg atccttttga gtgcaacatg 
1680 . 

ttctcgtcgc acataacgcg aggggagcac 
1740 » 

cccccacccc agaccccgag ccaccccagg 
1800 

ccgccagcag catagactgg actggaccag 
1860 

tttgtttttt gtttgagttg gttgattggg 
1920 

tttagaggca gggctgcatt gggagcatcc 
1980 

gaccgctggc tgagattccc tcacctgtcg 
2040 

gtctaaattt tcagagagaa atagataaaa 
2100 

accctgtgct aagcacgggg ttcgcgcacc 
2160 

gagcacagcc cctgctgtgt gggtctgcag 
2220 

caagtgccaa gacacagcag ggccaacaac 
2280 

atctagggcg gagaggctgc acttgtgaga 
2340 

gtaggaaaat gattgggttg gggaaagtcg 
2400 

gacgccgggt tagagccttt gggatcgtcc 
2460 

gatggcctga gcctcccgag gcttgctgcc 
2520 

tatctgggga gccctgttcc ccgctttttc 
2580 

tgtcactaca atttaaacac cagtcccgaa 
2640 

aaacggcaac attcctcaga aaccaaagct 
2700 

ttccatctag taccagaggc ctcttttcct 
2760 

ttatgtacat ctgcttgtag ccacaagcct 
2820 

ctaccctcac tatatattat tctcgtttta 
2880 

attaattttc caactcaatg aaaatatgtg 
2940 

agctcacctg tttgaaacca agctttcaaa 
3000 

ccagcatgtg tgtccacaca tacataggat 
3060 

tgcacagggc aattgaggga ctgagccaga 
3120 . 



agcggggagc agatgaaggt gtacaagtgc 
gtcatgtaca ccatccacat gggctgccac 
tgcggctacc acagccagga ccggtacgag 
cgcttccaca tgagctaaag ccctcccgcg 
aaaagcacaa ggactgccgc cttctcgctc 
acaatgttgt gtttggattt gtaactgttt 
gtttgatttg cttttgaaaa gatttttatt 
agaactgcta ccttcctaga tgtttcccca 
cttcctagaa tccccttctc caaacgatta 
cacgccacag cctgggaagg agcgtgctct 
aggtgtcttt ttccagtccc cagaagcaga 
gtgagcagac aggacaggtg tgccgccacc 
ctgtgcccag gccagcttcg agctacatgc 
gaaaatactt atttcaagtc atattctgcg 
gtgtctgtca gactgccctg ggtggaggga 
tggattcact ggcttggggg aggctgttca 
ccgtaggagg agactgtctt cccgtgggca 
actcccatac ctttaatggc ccccaaaatc 
atttggatct tctttctttt tgaatctctc 
ttatttcaaa tctcttcctt ccctggctgg 
gaagaaatcc aatcctagcc ctcattttaa 
gaatttctca gtgttggtaa gtttctttac 
aaacccataa aggagtgatt tagaacagtc 
aagcccagca tctctgttgc taacacacag 
catgttgaag ctctttactg taaaggcaag 
ggctggctct gcacctgtag gatattggaa 
ccttcggaga gtaatgccac cagatcccct 
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<212> DNA 

<213> Homo sapiens 

<400> 4193 

gaattccggc gtcgcggacg catcccagtc tgggcgggac gctcggccgc ggcgaggcgg 
60 

gcaagcctgg cagggcagag ggagccccgg ctccgaggtt gctcttcgcc cccgaggatc 
120 

agtcttggcc ccaaagcgcg acgcacaaat ccacataacc tgaggaccat ggatgctgat 
180 

gagggtcaag acatgtccca agtttcaggg aaggaaagcc cccctgtaag cgatactcca 
240 

gatgagggcg atgagcccat gccgatcccc gaggacctct ccaccacctc gggaggacag 
300 

caaagctcca agagtgacag agtcgtggcc agtaatgtta aagtagagac tcagagtgat 
360 

gaagagaatg ggcgtgcctg tgaaatgaat ggggaagaat gtgcggagga tttacgaatg 
420 

cttgatgcct cgggagagaa aatgaatggc t'cccacaggg accaaggcag ctcggctttg 
480 

tcgggagttg gaggcattcg acttcctaac ggaaaactaa agtgtgatat ctgtgggatc 
540 

atttgcatcg ggcccaatgt gctcatggtt cacaaaagaa gccacactgg agaacggccc 
600 

ttccagtgca atcagtgcgg ggcctcattc acccagaagg gcaacctgct ccggcacatc 
660 

aagctgcatt ccggggagaa gcccttcaaa tgccacctct gcaactacgc ctgccgccgg 
720 

agggacgccc tcactggcca cctgaggacg cactccgttg gtaaacctca caaatgtgga 
780 

tattgtggcc gaagctataa acagcgaagc tctttagagg aacataaaga gcgctgccac 
840 

aactacttgg aaagcatggg ccttccgggc acactgtacc cagtcattaa agaagaaact 
900 

aatcacagtg aaatggcaga agacctgtgc aagataggat cagagagatc tctcgtgctg 
960 

gacagactag caagtaacgt cgccaaacgt aagagctcta tgcctcagaa atttcttggg 
1020 

gacaagggcc tgtccgacac gccctacgac agcagcgcca gctacgagaa ggagaacgaa 
1080 

atgatgaagt cccacgtgat ggaccaagcc atcaacaacg ccatcaacta cctgggggcc 
1140 

gagtccctgc gcccgctggt gcagacgccc ccgggcggtt ccgaggtggt cccggtcatc 
1200 

agcccgatgt accagctgca caagccgctc gcggagggca ccccgcgctc caaccactcg 
1260 

gcccaggaca gcgccgtgga gaacctgctg ctgctctcca aggccaagtt ggtgccctcg 
1320 

gagcgcgagg cgtccccgag caacagctgt caagactcca cggacaccga gagcaacaac. 
1380 

gaggagcagc gcagcggtct catctacctg accaaccaca tcgccccgca cgcgcgcaac 
1440 

ggcttgtcgc tcaaggagga gcaccgcgcc tacgacctgc tgcgcgccgc ctccgagaac 
1500 
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115 

Cys Leu Tyr Thr Leu 
130 

Val Thr Ser lie Ser 
145 

Tyr Gly Arg Leu Asp 
165 

Cys Ala Trp Asn Leu 
180 

Ala Val Val Glu Val 
195 

Thr Gin Pro Ser His 
210 

Val Trp Asp Leu Ser 
225 

Leu Thr Asp Asp Thr 
245 

Pro Glu Pro Gly His 
260 

Asp Gly Lys Val Leu 
275 

Leu Thr Glu Gly Phe 
290 

, Lys Leu Lys Lys His 
305 

Val Ala Phe Ser Ser 
325 

Gly Gly Phe Pro Leu 
340 

Thr Arg Met Pro Ser 
355 

Phe Ser Pro His Gly 
370 

His Arg Asn Leu Phe 
385 

Tyr Ser Met Leu Gin 
405 

Lys Tyr Leu Phe Ala 
420 

Ala Ala Ala Ser Gly 
435 

Ser Ser Gin Lys Pro 
450 

Pro Val Tyr Cys Leu 
465 

Ala Gly Asp Ala Gin 
485 

Phe Thr Glu Gin Gly 
500 

Ala Glu Val Ala Ala 
515 



120 

Gly Tyr Pro Pro Ala Gin 
135 

Trp Asn Ser Thr Gly Ser 
150 155 
His Gly Asp Trp Ser Thr 
170 

Asp Arg Arg Asp Leu Arg 
185 

Pro Ser Ala Val Leu Cys 
200 

Val Ala Gly Gly. Leu Tyr 
215 

Arg Leu Glu Asp Pro Leu 
230 235 
His Thr, Asp Pro Val Ser 
250 

Ser His Arg Phe Gin Val 
265 

Leu Trp Gin Gly He Gly 
280 

Ala Leu Val Met Gin Gin 
295 

Pro Arg Gly Glu Thr Glu 
310 315 
Phe Asp Pro Arg Leu Phe 
330 

Lys Cys Ser Leu Ala Ala 
345 

Ser Val Pro Leu Arg Ala 
360 

Gly Pro He Tyr Ser Val 
375 

Leu Ser Ala Gly Thr Asp 
390 395 
Ala Pro Pro Leu Thr Ser 
410 

Val Arg Trp Ser Pro Val 
425 

Lys Gly Asp Val Gin Leu 
440 

Thr Val Leu He Lys Gin 
455 

Glu Phe Asn Ser Gin Gin 
470 475 
Gly Thr Val Lys Val Trp 
490 

Pro Arg Glu Ala Glu Asp 
505 



125 

Ala Gin Gly Leu His 
140 

Val Val Ala Cys Ala 
160 

Leu Lys Ser Phe Val 
175 

Pro Gin Gin Pro Ser 
190 

Leu Ala Phe His Pro 
205 

Ser Gly Glu Val Leu 
220 

Leu Trp Arg Thr Gly 
240 

Gin Val Val Trp Leu 
255 

Leu Ser Val Ala Thr 
270 

Val Gly Gin Leu Gin 
285 

Leu Pro Arg Ser Thr 
300 

Val Gly Ala Thr Ala 
320 

He Leu Gly Thr Glu 
335 

Gly Glu Ala Ala Leu 
350 

Pro Ala Gin Phe Thr 
365 

Ser Cys Ser Pro Phe 
380 

Gly His Val His Leu 
400 

Leu Gin Leu Ser Leu 
415 

Arg Pro Leu Val Phe 
430 

Phe Asp Leu Gin Lys 
445 

Thr Gin Asp Glu Ser 
460 

Thr Gin Leu Leu Ala 
480 

Gin Leu Ser Thr Glu 
495 

Leu Asp Cys Leu Ala 
510 - 



<210> 4193 
<211> 6439 
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ctgacggatg acacccacac agaccctgtg tcccaggtgg tgtggctgcc cgagcctggg 
780 

cacagccacc gcttccaggt gctgagtgtg gccactgacg ggaaggtgct actctggcag 
840 

ggcatcgggg taggccagct gcagctcaca gagggcttcg ccctggtcat gcagcagctg 
900 

ccacggagca ccaagctcaa gaagcatccc cgcggggaga ccgaggtggg cgccacggca 
960 

gtggccttct ccagctttga ccctaggctg ttcattctgg gcacggaagg cggcttcccg 
1020 

ctcaagtgtt ccctggcagc tggagaggca gccctcacgc ggatgcccag ctccgtgccc 
1080 

ctgcgggccc cagcacagtt taccttctcc ccccacggcg gtcccatcta ctctgtgagc 
1140 

tgttccccct tccacaggaa tctcttcctg agcgctggga ctgacgggca tgtccacctg 
1200 

tactccatgc tgcaggcccc tcccttgact tcgctgcagc tctccctcaa gtatctgttt 
1260 

gctgtgcgct ggtccccagt gcggcccttg gtttttgcag ctgcctctgg gaaaggtgac 
1320 

gtgcagctgt ttgatctcca gaaaagctcc cagaaaccca cagttttgat caagcaaacc 
1380 

caggatgaaa gccctgtcta ctgtctggag ttcaacagcc agcagactca gctcttggct 
1440 

gcgggcgatg cccagggcac agtgaaggtg tggcagctga gcacagagtt cacggaacaa 
1500 

gggccccggg aagctgagga cctggactgc ctggcagcag aggtggcggc ctgaggggtc 
. 1560 

ccgggaggcg ggtgcaagcc ttcgctgtgc cgagccttgt gtttctgacg caagccaaat 
1620 

gaagaaaagc aaagctttaa aaaaaaaaaa aaaaaaaaaa a . 
1661 

<210> 4192 

<211> 517 

<212> PRT 

<213> Homo sapiens 

<400> 4192 

Xaa Pro Ala Thr Val Gly Val Ala Ser Gly Pro Gly Pro Gly Arg Pro 

15 10 15 

Gly Pro Leu Gin Asp Glu Thr Leu Gly Val Ala Ser Val Pro Ser Gin 

20 25 30 

Trp Arg Ala Val Gin Gly He Arg Gly Glu Thr Lys Ser Cys Gin Thr 

35 40 45 

Ala Ser He Ala Thr Ala Ser Ala Ser Ala Gin Ala Arg Asn His Val 

50 55 60 

Asp Ala Gin Val Gin Thr Glu Ala Pro Val Pro Val Ser Val Gin Pro 
65 70 75 80 

Pro Ser Gin Tyr Asp He Pro Arg Leu Ala Ala Phe Leu Arg Arg Val 

85 90 95 

Glu Ala Met Val He Arg Glu Leu Asn Lys Asn Trp Gin Ser His Ala 

100 10S 110 

Phe Asp Gly Phe Glu Val Asn Trp Thr Glu Gin Gin Gin Met Val Ser 
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340 345 350 

Ala Leu Lys Arg Pro Phe Glu Asp Gly Leu Gly Asp Asp Lys Asp Pro 

355. 360 365 

Asn Lys Lys Met Lys Arg Asn Leu Arg Lys lie Leu Asp Ser Lys Ala 

370 375 380 

He Asp Leu Met Asn Ala Leu Met Arg Leu Asn Gin He Arg Pro Gly 
385 390 395 400 

Leu Gin Tyr Lys Leu Leu Ser Gin Ser Gly Pro Val His Ala Pro Val 

405 410 415 

Phe Thr Met Ser Val Asp Val Asp Gly Thr Thr Tyr Glu Ala Ser Gly 

420 425 430 

Pro Ser Lys Lys Thr Ala Lys Leu His Val Ala Val Lys Val Leu Gin 

435 440 445 

Ala Met Gly Tyr Pro Thr Gly Phe Asp Ala Asp He Glu Cys Met Ser 

450 455 460 

Ser Asp Glu Lys Arg Arg Gly Leu Lys Tyr Glu Leu He Ser Glu Thr 
465 470 475 480 

Gly Gly Ser His Asp Lys Arg Phe Val Met Glu Val Glu Val Asp Gly 

485 490 495 

Gin Lys Phe Arg Gly Ala Gly Pro Asn Lys Lys Val Ala Lys Ala Ser 

500 505 510 

Ala Ala Leu Leu Ala Xaa Gly Glu Thr. Val Phe 
515 '520 

<210> 4191 

c211> 1661 

<212> DNA 

<213> Homo sapiens 

<400> 4191 

nngccggcga cagtcggggt tgcgagcggc ccggggccgg ggcggccagg gccgctgcag 
60 

gacgagaccc tgggtgtggc gtccgtgccc tcgcagtgga gggccgtcca gggcatccgc 
120 

ggggagacga aaagttgcca gacggccagc attgccactg ccagtgcatc cgcccaggcc 
180 

aggaatcatg tggacgccca ggtgcagacg gaggcccccg tgcctgtcag cgtgcagccc 
240 

ccgtcccagt acgacatacc caggctcgca gcctttcttc ggagagtgga ggccatggtc 
300 

atccgagagc tgaacaagaa ttggcagagc cacgcgtttg atggcttcga ggtgaactgg 
360 

accgagcagc agcagatggt gtcttgtctg tataccctgg gctacccgcc agcccaagcg 
420 

cagggtctgc atgtgaccag catctcctgg aactccactg gctctgtggt ggcctgtgcc 
480 

tacggccggc tggaccatgg ggactggagc acgcttaagt ccttcgtgtg tgcctggaac 
540 

ctggaccggc gagacctgcg tccccagcaa ccgtcggccg tggtggaggt ccccagcgct 
600 

gtcctgtgtc tggccttcca ccccacgcag ccctcccacg tcgcaggagg gctgtacagt 
660 

ggtgaggtgt tggtgtggga cctgagccgt cttgaggacc cgctgctgtg gcgcacaggc 
720 
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ggcgcaggtc caaataagaa agtggcaaag. gcgagtgcag ctttactcgc tnntggagaa 

1560 - 

actgttttct 

1570 

<210> 4190 
<211> 523 
<212> PRT 

<213> Homo sapiens 
<400> 4190 

Arg Ser lie Arg Ser Phe Ala Asn Asp Asp Arg His Val Met Val Lys 

1 .5 .10 15 

His Ser Thr lie Tyr Pro Ser Pro Glu Glu Leu Glu Ala Val Gin Asn 

20 25 30 

Met Val Ser Thr Val Glu Cys Ala Leu Lys His Val Ser Asp Trp Leu 

35 40 45 

Asp Glu Thr Asn Lys Gly Thr Lys Thr Glu Gly Glu Thr Glu Val Lys 

50 55 60 

Lys Asp Glu Ala Gly Glu Asn Tyr Ser Lys Asp Gin Gly Gly Arg Thr 
65 70 75 80 

Leu Cys Gly Val Met Arg lie Gly Leu Val Ala Lys Gly Leu Leu lie 

85 90 .95 

Lys Asp Asp Met Asp Leu Glu Leu Val Leu Met Cys Lys Asp Lys Pro 

100 105 110 

Thr Glu Thr Leu Leu Asn Thr Val Lys Asp Asn Leu Pro lie Gin lie 

115 120 . 125 

Gin Lys Leu Thr Glu Glu Lys Tyr Gin Val Glu Gin Cys Val Asn Glu 

130 135 140 

Ala Ser lie Xle He Arg Asn Thr Lys Glu Pro Thr Leu Thr Leu Lys 
145 150 155 160 

Val He Leu Thr Ser Pro Leu He Arg Asp Glu Leu Glu Lys Lys Asp 

165 170 175 

Gly Glu Asn Val Ser Met Lys Asp Pro Pro Asp Leu Leu Asp Arg Gin 

180 185 190 

Lys Cys Leu Asn Ala Leu Ala Ser Leu Arg His Ala Lys Trp Phe Gin 

195 200 205 

Ala Arg Ala Asn Gly Leu Lys Ser Cys Val He Val Leu Arg He Leu 

210 215 220 

Arg Asp Leu Cys Asn Arg Val Pro Thr Trp Ala Pro Leu Lys Gly Trp 
225 230 235 240 

Pro Leu Glu Leu He Cys Glu Lys Ser He Gly Thr Cys Asn Arg Pro 

245 250 255 

Leu Gly Ala Gly Glu Ala Leu Arg Arg Val Met Glu Cys Leu Ala Ser 

260 265 270 

Gly He Leu Leu Pro Gly Gly Pro Gly Leu His Asp Pro Cys Glu Arg 

275 280 285 

Asp Pro Thr Asp Ala Leu Ser Tyr Met Thr He Gin Gin Lys Glu Asp 

290 295 300 

He Thr His Ser Ala Gin His Ala Leu Arg Leu Ser Ala Phe Gly Gin 
305 310 315 320 

lie Tyr Lys Val Leu Glu Met Asp Pro Leu Pro Ser Ser Lys Pro Phe 

325 330 335 

Gin Lys Tyr Ser Trp Ser Val Thr Asp Lys Glu Gly Ala Gly Ser Ser 
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<212>- DNA 
<213> Homo 

<400> 4189 
agatctattc 
60 

tatccatctc 
120 

cttaaacatg 
180 

acagaagtga 
240 

ttgtgtggtg 
300 

gacttggagc 
360 

aaagataatc 
420 

tgtgtaaatg 
480 

gtgatactta 
54 0 

tcgatgaaag 
600 

cttcgacatg 
660 

ctccgcattc 
720 

ccactagaac 
780 

gaggccttga 
840 

ggtcttcatg 
900 

caaaaagaag 
96 0 

atttacaaag 
1020 

tggtcagtta 
1080 

ggattagggg 
1140 

gatagtaaag 
1200 

cttcagtata 
1260 

gtagatgtgg 
1320 

cacgtagcgg 
1380 

gaatgtatga 
1440 

ggtggaagcc 
1500 



sapiens 

gatcttttgc 
cggaggaact 
tctcagattg 
agaaagatga 
taatgaggat 
tggttttaat 
t tec tat tea 
aggcatctat 
cctcacctct 
atcctccgga 
ccaaatggtt 
tgcgtgattt 
ttatatgtga 
gacgagtaat 
atccttgtga 
atattaccca 
tgctggagat 
ctgataaaga 
atgataaaga 
caatagacct 
agctcctatc 
atggcacaac 
tgaaggtatt 
gttccgatga 
atgacaagcg 



taatgatgat 
tgaagctgtt 
gttggatgaa 
ggccggagaa 
tggcctggtt 
gtgeaaagae 
gattcagaaa 
tataattegg 
aattagggac 
cttattggac 
tcaggcaagg 
gtgeaacaga 
aaagtctata 
ggagtgtttg 
gcgagaccca 
cagtgcacag 
ggaccccctt 
aggtgctggg 
ccccaacaag 
tatgaatgea 
tcagtctggc 
atatgaagee 
gcaggcaatg 
aaaaagaaga 
ctttgtaatg 



cgccatgtta 
cagaatatgg 
acaaataaag 
aactattcca 
gcaaaaggct 
aaacccacag 
ctcacagaag 
aatacaaaag 
gaattggaga 
aggcagaaat 
gcaaatggat 
gtccccacat 
ggtacttgta 
gcatctggaa 
acagatgetc 
catgcactca 
ccatctagta 
tcttcagctc 
aagatgaaac 
ctaatgaggc 
cccgttcatg 
tcaggaccat 
ggatatccaa 
ggtctcaagt 
gaggtagaag 



tggtgaaaca 
tatctactgt 
gcacaaaaac 
aggatcaagg 
tgctgattaa 
agaccctgtt 
agaaatatca 
agcccacgct 
agaaggatgg 
gcctgaacgc 
taaaatcatg 
gggcaccatt 
atagaccttt 
tactacttcc 
tgagctatat 
gactatcagc 
agecttttea 
taaagaggee 
gaaacttaag 
taaatcagat 
ccccagtctt 
ccaagaaaac 
caggctttga 
atgaactcat 
tagatggaca 



ttcaacaatc 
tgaatgtgct 
agagggtgag 
tggteggaca 
agatgatatg 
aaatacagtc 
agtggaacaa 
aactttgaag 
agaaaatgtt 
ettggegtet 
tgtaattgtc 
gaaaggatgg 
gggcgctggg 
tgggggtcct 
gaccatccag 
ctttggtcag 
gaagtattcc 
atttgaagat 
gaaaattctg 
caggcctggg 
cacaatgtct 
agcaaaactt 
tgcagatatt 
ctcagagact 
gaaattcaga 
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acccacaggg atcgctaaga cacccctgta ggaaactcca aggctggcgt gcctgggtgt 
900 

gcacacatcc tagcctatgg aacatgggca cctagatgct gcttcattca tctgtcaagc 
960 

tattcctatg taaaggcatg tgccgcagtg aagaaaacag tataattaag aaggggtccc 
1020 

tggccgggtg cagtggctca cgcctgtaat cccagcactt tgggaggcag aggcgggtgg 

1080' 

atcatga 

1087 

<210> 4188 

<211> 272 

<212> PRT 

<213> Homo sapiens 

<400> 4188 

Xaa Ala lie Asp Arg Ala Cys Pro Glu Ser Ala Ser Leu Leu Gly His 

1 5 10 15 

Pro Arg Val Leu Ala Asp Ser Phe Pro Asp Ser Ser Pro Tyr Glu Gly 

20 25 30 

Tyr Asn Tyr Gly Ser Phe Glu Asn Val Ser Gly Ser Thr Asp Gly Leu 

35 40 45 

Val Asp Ser Ala Gly Thr Gly Asp Leu Ser Tyr Gly Tyr Gin Gly Arg 

50 55 60 

Ser Phe Glu Pro Val Gly Thr Arg Pro Arg Val Asp Ser Met Ser Ser 
65 70 75 ,80 

Val Glu Glu Asp Asp Tyr Asp Thr Leu Thr Asp lie Asp Ser Asp Lys 

85 .90 95 

Asn Val lie Arg Thr Lys Gin Tyr Leu Tyr Val Ala Asp Leu Ala Arg 

100 105 110 

Lys Asp Lys Arg Val Leu Arg Lys Lys Tyr Gin lie Tyr Phe Trp Asn 

115 120 125 

lie Ala Thr. lie Ala Val Phe Tyr Ala Leu Pro Val Val Gin Leu Val 

130 135 140 

lie Thr Tyr Pro Glu Xaa Gly Gly Cys Thr Arg Gly Ser Arg Asp lie 
145 150 * 155 160 

Cys Ser Ser Asn Phe Leu Cys Ala His Pro Leu Gly Asn Leu Ser Ala 

165 170 175 

Phe Asn Asn lie Leu Ser Asn Leu Gly Tyr lie Leu Leu Gly Leu Leu 

180 185 190 

Phe Leu Leu lie lie Leu Gin Arg Glu lie Asn His Asn Arg Ala Leu 

195 200 205 

Leu Arg Asn Asp Leu Cys Ala Leu Glu Cys Gly He Pro Lys His Phe 

210 215 220 

Gly Leu Phe Tyr Ala Met Gly Thr Ala Leu Met Met Glu Gly Leu Leu 
225 230 235 240 

Ser Ala Cys Tyr His Val Cys Pro Asn Tyr Thr Asn Phe Gin Phe Gly 

245 250 255 

Glu Trp ,Gly Val Leu Leu Phe Trp Leu Asn Leu Gin Gin Gly Pro Ala 
260 265 270 

<210> 4189 
<211> 1570 
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Pro Asn Met Leu 
260 

Tyr Glu Thr Leu 
275 

Ala Asp Pro Gly 
2 90 

Thr Cys Gly Gin 
305 

Met Gin Ala Gin 

Ser Leu Phe Lys 
340 

Arg Gly Leu Ala 
355 

Ser Tyr Val Val 
370 

Arg 
385 



245 

Gly lie lie Pro 

Lys Asn Ala Trp 
280 

Val Phe Val Leu 
295 

Leu Ala Ser Tyr 
310 

Ala Ser He Glu 
325 

His He Leu Arg 

Pro Asn Phe Met 
360 

Tyr Glu Asn Leu 
375 



250 

Tyr Ala Gly He 
265 

Leu Gin His Tyr 

Leu Ala Cys Gly 
300 

Pro Leu Ala Leu 
315 

Gly Ala Pro Glu 
330 

Thr Glu Gly Ala 
345 

Lys Val He Pro 

Lys He Thr Leu 
380. 



255 

Asp Leu Ala Val 
270 

Ala Val Asn Ser 
285 

Thr Met Ser Ser 

Val Arg Thr Arg 
320 

Val Thr Met Ser 
335 

Phe Gly Leu Tyr 
350 

Ala Val Ser He 
365 

Gly Val Gin Ser 



<210> 4187 
<211> 1087 
<212> DNA 

<213> Homo sapiens 



<400> 4187 
ntggccattg 
60 

gctgattctt 
120 

gtttctggat 
180 

taccagggcc 
240 

gtggaggagg 
300 

accaagcaat 
360 

aagtaccaga 
420 

gtgcagctgg 
480 

tgctcntcna 
540 

ctcagcaacc 
600 

gagatcaacc 
660 

cccaaacact 
720 

agtgcttgct 
780 

cttcttttct 
840 



accgagcctg 
ttcctgacag 
ctaccgatgg 
gctcctttga 
atgactacga 
acctctatgt 
tctacttctg 
tgatcaccta 
acttcctctg 
tggggtacat 
acaaccgggc 
ttgggctttt 
atcatgtgtg 
ggctcaacct 



cccagaaagc 
ttccccttat 
tctggttgac 
acctgtaggt 
cacattgacc 
ggctgacctg 
gaacattgcc 
cccagaggnn 
cgcccaccca 
cctgctgggg 
cctgctgcgc 
ctacgccatg 
ccccaactat 
acagcaggga 



gcttctctcc 
gagggttaca 
agcgctggca 
actcggcccc 
gacatcgatt 
gcacggaagg 
accattgctg 
ggnggatgta 
ctgggcaatc 
ctgcttttcc 
aatgacctct 
ggcacagccc 
accaatttcc 
cctgcctgag 



ttggtcaccc 
actatggctc 
ctggggacct 
gagtggactc 
ccgacaagaa 
acaagcgtgt 
tcttctatgc 
cnaggggatc 
tcagcgcctt 
tgctcatcat 
gtgccctgga 
tgatgatgga 
agtttggtga 
tccttcacta 



tcgagtcctg 
ctttgagaat 
ctcttacggt 
catgagctct 
tgtcattcgc 
tctgcggaaa 
ccttcctgtg 
nagggacatc 
caacaacatc 
cctgcaacgg 
atgtgggatc 
ggggctgctc 
gtggggcgtc 
tccccaagtc 
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catatcctgc ggaccgaggg ggccttcggg ctgtacaggg ggctggcccc caacttcatg 
1080 

aaggtcatcc cagctgtgag catcagctac gtggtctacg agaacctgaa gatcaccctg 
1140 

ggcgtgcagt cgcggtgacg gggggagggc cgcccggcag tggactcgct gatcctgggc 
1200 

cgcagcctgg ggtgtgcagc catctcattc tgtgaatgtg ccaacactaa gctgtctcga 
1260 

gccaagctgt gaaaacccta gacgcacccg cagggagggt ggggagagct ggcaggccca 
1320 

gggcttgtcc tgctgacccc agcagaccct cctgttggtt ccagcgaaga ccacaggcat 
1380 

tccttagggt ccagggtcag caggctccgg gctcacatgt gtaaggacag gacattttct 
1440 

gcagtgcctg ccaatagtga gcttggagcc tggaggccgg c . 
1481 

<210> 4186 

<211> 385 

<212> PRT 

<213> Homo sapiens 

<400> 4186 

Xaa Val Phe Lys Ser Leu Asp Lys Lys Asn Asp Gly Arg lie Asp Ala 

1 5 10 15 

Gin Glu lie Met Gin Ser Leu Arg Asp Leu Gly Val Lys lie Ser Glu 

20 25 30 

Gin Gin Ala Glu Lys He Leu Lys Ser Met Asp Lys Asn Gly Thr Met 

35 40' 45 

Thr He Asp Trp Asn Glu Trp Arg Asp Tyr His Leu Leu His Pro Val 

50 , 55 60 

Glu Asn He Pro Glu He He Leu Tyr Trp Lys His Ser Thr lie Phe 
65 70 75 80 

Asp Val Gly Glu Asn Leu Thr Val Pro Asp Glu Phe Thr Val Glu Glu 

85 90 95 

Arg Gin Thr Gly Met Trp Trp Arg His Leu Val Ala Gly Gly Gly Ala 

100 105 110 

Gly Ala Val Ser Arg Thr Cys Thr Ala Pro Leu Asp Arg Leu Lys Val 

115 120 125 

Leu Met Gin Val His Ala Ser Arg Ser Asn Asn Met Gly He Val Gly 

130 135 140 

Gly Phe Thr Gin Met lie Arg Glu Gly Gly Ala Arg Ser Leu Trp Arg 
145 150 155 160 

Gly Asn Gly He Asn Val Leu Lys He Ala Pro Glu Ser Ala He Lys 

165 170 175 

Phe Met Ala Tyr Glu Gin He Lys Arg Leu Val Gly Ser Asp Gin Glu 

180 185 190 

Thr Leu Arg He His Glu Arg Leu Val Ala Gly Ser Leu Ala Gly Ala 

195 200 205 

He Ala Gin Ser Ser He Tyr Pro Met Glu Val Leu Lys Thr Arg Met 

210 215 220 

Ala Leu Arg Lys Thr Gly Gin Tyr Ser Gly Met Leu Asp Cys Ala Arg. 
225 230 235 240 

Arg He Leu Ala Arg Glu Gly Val Ala Ala Phe Tyr Lys Gly Tyr Val 



3376 



WO 00/58473 



PCT/US00/08621 



275 280 285 

Ser Gin Gin Glu Gin Thr Ala Phe Leu Pro Ala Asn Gin Val Pro Val 

290 295 300 

Leu Gin Gin Asn Thr Ser Val Ala Thr Lys Gin Pro Gin Thr Ser Val 
305 310 315 320 

Val Gin Asn Gin Gin Gin lie Ser Gin Gin Gly Pro lie Tyr Asp Glu 

325 330 335 

Val Glu Leu Asp Ala Leu Ala Glu lie Glu Arg lie Glu Arg Glu Ser 

340 345 350- 

Ala lie Glu Arg Glu Arg Phe Ser Lys Glu Val Gin Asp Lys Asp Lys 

355 360 365 

Pro Leu Lys Lys Lys Lys 
370 



<210> 4185 
<211> 14*81 
<212> DNA 
<213> Homo 

<400> 4185 
ntggtgttta 
60 

cagtccctgc 
120 

agcatggata 
180 

ctccaccccg 
240 

gatgtgggtg 
300 

atgtggtgga 
360 

gcccccctgg 
420 

ggcatcgttg 
480 

ggcaatggca 
540 

gagcagatca 
600 

gtggcagggt 
660 

aagacccgga 
720 

aggatcctgg 
780 

ggcatcatcc 
840 

ctgcagcact 
900 

accatgtcca 
960 

atgcaggcgc 
1020 



sapiens 

agagtttgga 
gggacttggg 
aaaacggcac 
tggaaaacat 
agaatctaac 
gacacctggt 
acaggctcaa 
gtggcttcac 
tcaacgtcct 
agcgccttgt 
ccttggcagg 
tggcgctgcg 
ccagagaggg 
cctatgccgg 
atgcagtgaa 
gtacctgtgg 
aagcctctat 



caaaaagaat 
agtcaagata 
gatgaccatc 
ccccgagatc 
ggtcccggat 
ggcaggaggt 
ggtgctcatg 
tcagatgatt 
caaaattgcc 
tggtagtgac 
ggccatcgcc 
gaagacaggc 
ggtggccgcc 
catcgacctt 
cagcgcggac 
ccagctggcc 
tgagggcgct 



gatggacgca 
tctgaacagc 
gactggaacg 
atcctctact 
gagttcacag 
ggggcagggg 
caggtccatg 
cgagaaggag 
cccgaatcag 
caggagactc 
cagagcagca 
cagtactcag 
ttctacaaag 
gcagtctacg 
cccggcgtgt 
agctaccccc 
ccggaggtga 



ttgacgcgca 
aggcagaaaa 
agtggagaga 
ggaagcattc 
tggaggagag 
ccgtatccag 
cctcccgcag 
gggccaggtc 
ccatcaaatt 
tgaggattca 
tctacccaat 
gaatgctgga 
gctatgtccc 
agacgctcaa 
ttgtgctcct 
tggccctagt 
ccatgagcag 



ggagatcatg 
aattctcaag 
ctaccacctc 
cacgatcttt 
gcagacgggg 
aacctgcacg 
caacaacatg 
actctggcgg 
catggcctat 
cgagaggctt 
ggaggtcctg 
ctgcgccagg 
caacatgctg 
gaatgcctgg 
ggcctgtggc 
caggacccgg 
cctcttcaaa 
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gtcctcactt gaaccatgtc taggattatc agcatgatga ttagctgaat tgccagacaa 
840 

cggaccagaa actttattat catgtatgtt tctcaaacca cctgcaacaa tgggacttga 
900 

taccgatgct tgttgcatct gtggatgtgt tgtgtaactt gaaggatggg aatatggcat 
960 

gtatcctgca gggctttgtg gggcgtatgg actaggcact gggctatttt gctgtggcat 
1020 

aaatctgttc ccagagcttg tctgtggtgg cacaaaccgg ctggaggggc tatgtgagat 
1080 

agtggtttgt tgataattgg aagatgcagg actactgtgc atggaattc 
1129 

<210> 4184 
<211> 374 
<212> PRT 

<213> Homo sapiens 
<400> 4184 

Met His Ser Ser Pro Ala Ser Ser Asn Tyr Gin Gin Thr Thr lie Ser 

1 5 10 15 

His Ser Pro Ser Ser Arg Phe Val Pro Pro Gin Thr Ser Ser Gly Asn 

20 25 30 

Arg Phe Met Pro Gin Gin Asn Ser Pro Val Pro Ser Pro Tyr Ala Pro 

35 40 45 

Gin Ser Pro Ala Gly Tyr Met Pro Tyr Ser His Pro Ser Ser Tyr Thr 

50 55 60 

Thr His Pro Gin Met Gin Gin Ala Ser Val Ser Ser Pro lie Val Ala 
65 70 75 80 

Gly Gly Leu Arg Asn lie His Asp Asn Lys Val Ser Gly Pro Leu Ser 

85 90 95 

Gly Asn Ser Ala Asn His His Ala Asp Asn Pro Arg His Gly Ser Ser 

100 105 110 

Glu Asp Tyr Leu His Met Val His Arg Leu Ser Ser Asp Asp Gly Asp 

115 120 125 

Ser Ser Thr Met Arg Asn Ala Ala Ser Phe Pro Leu Arg Ser Pro Gin 

130 135 140 

Pro Val Cys Ser Pro Ala Gly Ser Glu Gly Thr Pro Lys Gly Ser Arg 
145 150 155 160 

Pro Pro Leu lie Leu Gin Ser Gin Ser Leu Pro Cys „Ser Ser Pro Arg 

165 170 175 

Asp Val Pro Pro Asp lie Leu Leu Asp Ser Pro Glu Arg Lys Gin Lys 
180 185 190 

' Lys Gin Lys Lys Met Lys Leu Gly Lys Asp Glu Lys Glu Gin Ser Glu 
195 200 205 

Lys Ala Ala Met Tyr Asp lie lie Ser Ser Pro Ser Lys Asp Ser Thr 

210 215 220 

Lys Leu Thr Leu Arg Leu Ser Arg Val Arg Ser Ser Asp Met Asp Gin 
225 230 235 240 

Gin Glu Asp Met Leu Ser Gly Met Glu Asn Ser Asn Val Ser Glu Asn 

245 250 255 

Asp He Pro Phe Asn Val Gin Tyr Gin Gly Gin Thr Ser Lys Thr Pro 

260 265 270 

He Thr Pro Gin Asp Val Asn Arg Pro Leu Asn Ala Ala Gin Cys Leu 
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20 25 30 

Ala His Phe Ser Ala Lys Glu Ala Gly Asp Leu Ser Thr Leu Phe Asp 

35 40 45 

Val Gly Gly lie He Gly Gly He Val Ala Gly Leu Val Ser Asp Tyr 

50 55 60 

Thr Asn Gly Arg Ala Thr Thr Cys Cys Val Met Leu He Leu Ala Ala 
65 70 75 80 

Pro Met Met Phe Leu Tyr Asn Tyr He Gly Gin Asp Gly lie Ala Ser 

85 90 95 

Ser He Val Met Leu He He Cys Gly Gly Leu Val Asn Gly Pro Tyr 

100 105 HO 

Ala Xaa He Thr Thr Ala Val Ser Ala Asp Leu Gly Thr His Lys Ser 

115 120 125 

Leu Lys Gly Asn Ala Lys Ala Leu Ser Thr Val Thr Ala He He Asp 

130 135 140 

Gly Thr Gly Ser He Gly Ala Ala Leu Gly Pro Leu Leu Ala Gly Leu 
145 150 155 160 

He Ser Pro Thr Gly Trp Asn Asn Val Phe Tyr Met Leu He Ser Ala 

165 170 175 

Asp Val Leu Ala Cys Leu Leu Leu Cys Arg Leu Val Tyr Lys Glu lie 
180 185 190 

<210> 4183 
<211> 1129 
<212> DNA 

<213> Homo sapiens 
<400> 4183 

tttttttttt ttcaaaggct tatctttatc ttgaacttct tttgagaagc gctccctttc 
60 

aatagctgat tctctctcta ttcgctcaat ttcagccaat gcatccaatt ccacttcatc 
120 

atatataggt ccctgttgtg atatctgttg ttgattctgt accacagaag tctggggttg 
180 

ttttgtagca actgaagtgt tctgttgtaa aacaggcact tgatttgctg gaaggaatgc 
240 

tgtttgttct tgctgcgaca aacattgagc agcattaagt gggcggttta cgtcctgtgg 
300 

agtaatgggt gtttttgaag tctgtccttg atactgcaca ttaaaaggaa tatcattttc 
360 

tgaaacattg ctattttcca taccagatag catatcctct tgctggtcca tatccgaaga 
420 

ccttacacga gaaagtctta atgtaagttt agtagagtcc ttggatggag aactaattat 
4B0 

atcatacatt gccgctttct cactctgctc tttttcatcc ttgcctaatt tcattttctt 
£40 

ctgcttcttt tgttttcttt ctggagaatc tagcaagata tctggtggaa catctcgagg 
600 

tgatgaacaa ggtagagact gagattgtag gattaaaggt ggtcttgagc ctttaggagt 
660 

tccttcactt ccagcagggg agcatactgg ctgtggagat ctcaagggaa aagatgcagc 
720 

attcctcatt gttgaagaat ctccatcgtc actacttagc ctgtgcacca tgtgtaggta 
780 
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180 185 190 



He Leu 


Leu 
195 


Phe 


Pro 


Phe* 


Met 


Tyr 
200 


Trp 


Ser Tyr Gly Arg 
205 


Gin 


Gin 


Gly 


Leu Ser 


Leu 


Leu 


Gin 


Val 


Pro 


Phe 


Ser 


lie Pro Phe Tyr 


Cys 


Asn 


Val 


210 










215 






220 








Ala Asn 


Ala 


Phe 


Leu 


Val 


Ala 


Pro 


Gin 


He Tyr Trp Phe 


Cys 


Leu 


Leu 


225 








230 








235 






240 


Cys Arg 


Lys 


Ala 


Val 

245 


Arg 


Leu 


Phe 


Asp 


Thr Pro Gin Ala 
250 


Lys 


Lys 
255 


Asp 



Gly 



<210> 4181 

<211> 735 

<212> DNA 

<213> Homo sapiens 

<400> 4181 

nagtccggcc ttgttgtcac gcgtgcattt gggtggctgc atgggcacac gcctgtgagg 
60 

ccagggccgg ccgggtcttc ggttctctgg cttggctcag gcagcagttc ctgcagactt 
120 

ttctcactgc tgttcagcaa tatgtctcct ttaaaatagc acccggcggg gatagagttc 
180 

tctctgtgtc tgctgtttgc caagctggtc agttacacct tcctctactg gctgcccctg 
240 

tacatcgcca atgtggctca ctttagtgcc aaggaggctg gggacctgtc tacactcttc 
300 

gatgttggtg gcatcatagg cggcatcgtg gcagggctcg tctctgacta caccaatggc 
360 

agggccacca cttgctgtgt catgctcatc ttggctgccc ccatgatgtt cctgtacaac 
420 

tacattggcc aggacgggat tgccagctcc atagtgatgc tgatcatctg tgggggcctg 
480 

gtcaatggcc catacgccnt catcaccact gctgtctctg ctgacctggg gactcacaag 
540 

agcctgaagg gcaacgccaa agccctgtcc acggtcacgg ccatcattga cggcaccggc 
600 

tccataggtg cggctctggg gcctctgctg gctgggctca tctcccccac gggctggaac 
660 

aatgtcttct acatgctcat ctctgccgac gtcctagcct gcttgctcct ttgccggtta 
720 

gtatacaaag agate 
735 

<210> 4182 
<211> 192 
<212> PRT 

<213> Homo sapiens 
<4"00> 4182 

His Pro Ala Gly He Glu Phe Ser Leu Cys Leu Leu Phe Ala Lys Leu 

15 10 15 

Val Ser Tyr Thr Phe Leu Tyr Trp Leu Pro Leu Tyr He Ala Asn Val 
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cgaggaaggc attggccacg ttgcagtaga atgggatgct gaagggtact tggagcaggc 
1560 

ttagtccctg ctggcggcca taggaccagt acatgaaggg gaagagaagg atccggcagg 
1620 

aaaggaaggt ggccagcgtg aggattccat tcaccttgta cagaagggtg tgctgctgct 
1680 

ttagctgaat cagaaccctg cccagcgaca caaacggagt gctcagttct gccgtgaaga 
1740 

tgcagccgac aaagaagtcc ccaaggtctc cccggagcct ctgtgcgact ggcacaagga 
1800 

caaagagaat gaccgcatga tgtgtgatca tgaggcggtt tcgacttagg aagtttcgaa 
1860 

gagtgaggga gggcgcacgg ttctggtctc tggttcggca ccattcacag aggtacatgg 
1920 

cgtacgagtc atagatcatg tatggaatca gaaaccacac atattcccgg gcaagccagt 
1980 

gcctgccggt gatcacgtcg tcgcaggagc gaatgatgac gatccccgag ccggtggcca 
2040 

gcacggcgtg caccgaggaa accagcctgg tgctgatcat cacgcagtcg gtgcggctcc 
2100 

atccgggctg ggagcggcgc agcgcccagg tgcagagcgc gaagagcccc gggaagaaga 
2160 

gcgcgccccc ggccagcgtc agcagcatcg gggctgcggg tccggccg 
2208 



<210> 4180 
<211> 257 
<212> PRT 

<213> Homo sapiens 



<400> 4180 

Met Leu Leu Thr Leu Ala Gly Gly Ala Leu Phe Phe Pro Gly Leu Phe 

1 5 10 15 

Ala Leu Cys Thr Trp Ala Leu Arg Arg Ser Gin Pro Gly Trp Ser Arg 

20 25 30 

Thr Asp Cys Val Met lie Ser Thr Arg Leu Val Ser Ser Val His Ala 

35 40 45 

Val Leu Ala Thr Gly Ser Gly lie Val lie lie Arg Ser Cys Asp Asp 

50 55 60 

Val lie Thr Gly Arg His Trp Leu Ala Arg Glu Tyr Val Trp Phe Leu 
65 70 75 80 

He Pro Tyr Met He Tyr Asp Ser Tyr Ala Met Tyr Leu Cys Glu Trp 

85 90 95 

Cys Arg Thr Arg Asp Gin Asn Arg Ala Pro Ser Leu Thr Leu Arg Asn 

100 105 HO 

Phe Leu Ser Arg Asn Arg Leu Met He Thr His His Ala Val He Leu 

115 120 125 

Phe Val Leu Val Pro Val Ala Gin Arg Leu Arg Gly Asp Leu Gly Asp 

130 135 140 

Phe Phe Val Gly Cys He Phe Thr Ala Glu Leu Ser Thr Pro Phe Val 
145 150 155 160 

Ser Leu Gly Arg Val Leu He Gin Leu Lys Gin Gin His Thr Leu Leu 

165 170 175 

Tyr Lys Val Asn Gly He Leu Thr Leu Ala Thr Phe Leu Ser Cys Arg 
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<212> DNA 

<213> Homo sapiens 

<400> 4179 

tttttttttt tcttttttgg gaatgttagt gcaatttaat caccataagg gtgactttta 
60 

aagatacact gatagttaaa aaaaaaagac aattaaaaaa tagcattttg ttttttaaat 
120 

ggcacccatt aaagactcaa cagtcaaaat gagacaaatc agtcctttag acgttcacag 
180 

acaattgaaa ggcactttaa aaatccactt tttaaactac cacttgagaa cacatggtag 
240 

cacagtctta aattcatcct agttgatcgg gaatgatgaa tgagtgttgg caccagaaaa 
300 

tcctgcttgc agaagggggc gcaggtgtcg gtccacggga cagccactgg ccaggctagc 
360 

tgccgcctca ctccgcagcc ttctgtggct aaatggcagg acggacacac aggaatgggc 
420 

tttggaccac aagctctggc atatcgggag gcaaagcact caagtactct gcagtctaga 
480 

tgacacattt catggtttgg aggacagaag taggtttcca catcacatga aaaggacagt 
540 

gtcacagtgg ggttacccag taaacagcta ccaaagccat catttcacgc ttccctgtag 
600 

ttttatgagc tcgccctctg catgtggata tggggaaagc cgggcatgaa ggggtgtgtg 
660 

aaaaagaaca gcctctgtga ctgactgcag taagctcaca agtttgtcac tgtcagactt 
720 

agcaagtcag cctgcaaagg ttgtgctgat ctcttggcca cactacctac tcaggttccc 
780 

atccatgcct cctgcctgcc cccaccccca gccccaccag tgagacttct gattggaagt 
840 

ctatagacat aagaattcaa ctctgaccca tggatgagag gatgaggcaa agaaccaatg 
900 

ggttatctag taaacgatca ataactacct acccacaatg attgtcccag gccaatgtca 
960 

caagacgaca ttacttccaa gaaccaagtc atcccttgct tctgcgggcc cagtgccacg 
1020 

ggtactgtcc tgagtggttt ggaaggtggg tagccgctga tacagggaca ggcagatgtg 
1080 

cagacactta ccaccctggt ccaccgatcc caccccatgc ttccacctcc cagagctctt 
1140 

gagataagac cttaagaagg atccttgggc ttgcattaaa accactttgc tgtccgtgga 
1200 

ggtctgacag gacccaatag ttgttactac aaaagtgctt ttgcaaatag ggcaagttag 
1260 

aagaaggagg taatatgaat attctttaga aaaactcaaa tccatcggct tatcaatacc 
1320 

caaagtctga ggctacccag ggcacaattt ggtccatgga atgctgagtg gaggaggcag 
1380 

ctggtgtgag gctgcgcctg actcccagga gcatttagcc atcctttttg gcttggggag 
1440 

tgtcaaagag ccggactgcc ttcctgcaca gcagacagaa ccagtagatc tgaggagcta 
1500 
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<400> 4178 



Met 


Met 


Leu 


Lys 


Gly 


He Thr 


Arg 


Leu 


He Ser 


Arg 


He 


His 


Lys 


Leu 


1 








5 








10 








15 




Asp 


Pro Gly Arg 


Phe 


Leu His Met Gly Thr Gin Ala Arg Gin 


Ser 


He- 








20 








25 








30 






Ala 


Ala 


His 


Leu Asp 


Asn Gin 


Val 


Pro 


Val Glu 


Ser 


Pro 


Arg 


Ala 


He 






35 








40 








45 








Ser 


Arg 


Thr 


Asn 


Glu 


Asn Asp 


Pro 


Ala 


Lys His 


Gly Asp 


Gin 


His 


Glu 




50 








55 








60 










Gly Gin His Tyr 


Asn 


He Ser 


Pro 


Gin 


Asp Leu 


Glu 


Thr 


Val 


Phe 


Pro 


65 










70 






75 










80 


His 


Gly Leu 


Pro 


Pro 


Arg Phe 


Val 


Met 


Gin Val 


Lys 


Thr 


Phe 


Ser 


Glu 










85 








90 








95 




Ala 


Cys 


Leu 


Met 


Val 


Arg Lys 


Pro 


Ala 


Leu Glu 


Leu 


Leu 


His 


Tyr 


Leu 








100 








105 








110 






Lys 


Asn 


Thr 


Ser 


Phe 


Ala Tyr 


Pro 


Ala 


He Arg Tyr 


Leu 


Leu 


Tyr 


Gly 






115 








120 








125 








Glu 


Lys 


Gly Thr Gly 


Lys Thr 


Leu 


Ser 


Leu Cys 


His 


Val 


Phe 


His 


Phe 




130 








135 








14 0 










Cys 


Ala 


Lys 


Gin 


Asp 


Trp Leu 


He 


Leu 


His He 


Pro Asp Ala 


His 


Leu 


145 










150 






155 










160 


Trp Val 


Lys 


Asn 


Cys 


Arg Asp 


Leu 


Leu 


Gin Ser 


Ser 


Tyr 


Asn 


Lys 


Gin 










165 








170 








175 




Arg 


Phe 


Asp . 


Gin 


Pro 


Leu Glu 


Ala 


Ser 


Thr Trp 


Leu 


Lys 


Asn 


Phe 


Lys 






180 








185 








190 






Thr 


Thr 


Asn 


Glu 


Arg 


Phe Leu 


Asn 


Gin 


He Lys 


Val 


Gin 


Glu 


Lys 


Tyr 






.195 








200 








205 








Val 


Trp Asn 


Lys 


Arg 


Glu Leu Thr Glu Lys Gly Ser 


Pro 


Leu 


Gly 


Glu 




210 








215 








220 










Val 


Val 


Glu Gin Gly 


He Thr 


Arg 


Val 


Arg Asn 


Ala 


Thr 


Asp 


Ala 


Val 


225 










230 






235 










240 


Gly 


lie 


Val 


Leu 


Lys 


Glu Leu 


Lys 


Arg 


Gin Ser 


Ser 


Leu Gly 


•Met 


Phe 








245 








250 








255 




His 


Leu 


Leu Val 


Ala 


Val Asp Gly He Asn Ala Leu Trp Gly 


Arg 


Thr 








260 








265 








270 






Thr 


Leu 


Lys 


Arg 


Glu 


Asp Lys 


Ser 


Pro 


lie Ala 


Pro 


Glu 


Glu 


Leu 


Ala 






275 








280 








285 








Leu 


Val 


His 


Asn 


Leu 


Arg Lys 


Met 


Met 


Lys Asn 


Asp 


Trp 


His 


Gly 


Gly 




290 








295 








300 










Ala 


lie 


Val 


Ser 


Ala 


Leu Ser Gin Thr Gly Ser 


Leu 


Phe 


Lys 


Pro 


Arg 


305 










310 






315 










320 


Lys 


Ala 


Tyr 


Leu 


Pro 


Gin Glu 


Leu 


Leu 


Gly Lys 


Glu Gly 


Phe 


Asp 


Ala 








325 








330 








335 




Leu Asp 


Pro 


Phe 


lie 


Pro He 


Leu 


Val 


Ser Asn 


Tyr Asn 


Pro 


Lys 


Glu 








340 








345 








350 






Phe 


Glu 


Ser 


Cys 


He 


Gin Tyr 


Tyr 


Leu 


Glu Asn 


Asn 


Trp 


Leu 


Gin 


His 






355 








360 








365 








Glu 


Lys 


Ala 


Pro 


Thr 


Glu Glu Gly Lys 


Lys Glu 


Leu 


Leu 


Phe 


Leu 


Ser 




370 








375 








380 










Asn 


Ala 


Asn 


Pro 


Ser 


Leu Leu Glu Arg His Cys 


Ala 


Xyr 


Leu 







385 390 395 

<210> 4179 
<211> 2208 
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acctggctga agaatttcaa aactacaaat gagcgcttcc tgaaccagat aaaagttcaa 
3420 

gagaagtatg tctggaataa gagagaactc actgagaaag ggagtcctct gggagaagtg 
3480 

gttgaacagg gcataacacg ggtgaggaac gccacagatg cagttggaat tgtgctgaaa 
3540 

gagctaaaga ggcaaagttc tttgggtatg tttcacctcc tagtggccgt ggatggaatc 
3600 

aatgctcttt ggggaagaac cactctgaaa agagaagata aaagcccgat tgcccccgag 
3660 

gaattagcac ttgttcacaa cttgaggaaa atgatgaaaa atgattggca tggaggcgcc 
3720 

attgtgtcgg ctttgagcca gactgggtct ctctttaagc cccggaaagc ctatctgccc 
3780 

caggagttgc tgggaaagga aggatttgat gccctggatc cctttattcc catcctggtt 
3840 

tccaactata acccaaagga atttgaaagt tgtattcagt attatttgga aaacaattgg 
3900 

cttcaacatg agaaagctcc tacagaagaa gggaaaaaag agctgctgtt cctaagtaac 
3960 

gcgaacccct cgctgctgga gcggcactgt gcctacctct aagccaagat cacagcatgt 
4020 - 

gaggaagaca gtggacatct gctttatgct ggacccagta agatgaggaa gtcgggcagt 
4080 

acacaggaag aggagccagg cccttgtacc tatgggattg gacaggactg cagttggctc 
4140 

tggacctgca ttaaaatggg tttcactgtg aatgcgtgac aataagatat tcccttgttc 
4200 

ctaaaacttt atatcagttt attggatgtg gtttttcaca tttaagataa ttatggctct 
4260 

tttcctaaaa aataaaatat ctttctaaag tgttgtgtta gattaataat atggaaggag 
4320 

tctttagatt ggccaaattg catttctctg atattcctct tgttgcaggt cagaagagat 
4380 

caattctaca gaaatttcca gtggttctgt tgaggcttta tggaattcag catgtcaaaa 
4440 

ttcacagctg gctgggcaca gtggctcatg cctgtaatcc cagcactttg gaagcccaag 
4500 

gcgggcagac tgcttgagtt caggagtttg caaccagcct gggcaacatg gtgaaaacct 
4560 

gtctctacta aaaatacaaa aattagccgg gcacgtgtgc atgcgcctgt agtccaagct 
4620 

acttgggagg ctgaggcagg agaattgctt caacttggga ggcggatgtt gcagtgagcc 
4680 

aaaattgcac cactgcactc cagcctgggc agcagagcaa gactccgtct caaaataaat 
4740 

aaataaataa ataaataaat aaa 
4763 

<210> 4178 
<211> 398 
<212> PRT 

<213> Homo sapiens 
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tcaaaatgct tcagtcctaa agctaacaaa 
1800 

tcctggggat tctttgcctt cagggaacac 
1860 

ttgcttgtgg ccaggatcca agccacttgc 
1920 

ttcttgacag ttttatgagg gctgcagtca 
1980 

agctgcatag ctcccatcaa gttacagggt 
2040 

tgatggtgaa gggcgatgga gctttgagca 
2100 

gtgctactgg cctccggatt gagattgggg 
2160 

aagagctgaa catgctgctg catctgctgc 
2220 

atcagggtct gatgaacttc cttacactgg 
2280 

ttggctgaag gtttcttcat cttcagctgt 
2340 

tcatttagta ggttggccag tagttcctca 
2400 

gcttgaggct cagccacacg ctcctcctct 
2460 

cccatctcat cttggaaagt ttcaaacaga 
2520 

tgtcggaggc cgaggccgaa gccgagagcg 
2580 

gtggccgcca ggctcctccg cttccctggg 
2640 

gcgccacggt ctcaggacgg gcgctttgga 
2700 

tagtctggag aactagtcct cgactcacgg 
2760 

cgctgaggga aaggagcggg actccggacc 
2820 

ataacaaggc ttatctctag gatccataag 
2880 

acccaggctc gccaaagcat tgctgctcac 
2940 

agagctattt cccgcaccaa tgagaatgac 
3000 

cagcactaca acatctcccc ccaggatttg 
3060 

cgctttgtga tgcaggtgaa gacattcagt 
3X20 

ctagaacttc tgcattacct gaaaaacacc 
3180 

ctgtatggag agaagggaac aggaaaaacc 
3240 

gcaaaacagg actggctgat actacatatt 
3300 

cgggatcttc tgcagtccag ctacaacaaa 
3360 



ttgtcctcag ccttggtgaa gaggatctta 
actggaagta actctggata catgaaaacc 
tttggcaaac agggaaattc attggcagtc 
atgctgacat gtgtgctgaa gtcttcaatc 
tggaacaggg tctgaaactt ggggttgtac 
aaggttccca gctctttaag acatatcctg 
ttgcaggtgg caagaaggtg gatttigtgtc 
tggagtctct tcctttgtgc tgggtccaga 
ggtttaacct tctctacttc ottctgctgt 
tcaaatagtt . ccttcgctat ctgatgttgt 
aaccgtagag cttgaggggt gttaaagtta 
tctgggccat catcttccat gttggagaat 
tcttccatca gctcatttac ttccttttcg 
atgagagtac agggaagtga ggaagagggg 
tccaccgcag atcctcccgc ttgtcaggag 
gccggcccca ggcagcgtgt gtcggtcgcc 
tgagggaatg gaccgacacg ggtattgtac 
tccaggagtg caaggatgat gctgaaagga 
ttggaccctg ggcgtttttt acacatgggg 
ctagataacc aggttccagt tgagagtccg 
ccggccaagc atggggatca gcacgagggt 
gagactgtat ttccccatgg ccttcctcct 
gaagcttgcc tgatggtaag gaaaccagcc 
agttttgctt atccagctat acgatatctt 
ctaagtcttt gccatgtttt tcatttctgt 
ccagatgctc atctttgggt gaaaaattgt 
cagcgctttg atcaaccttt agaggcttca 
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gagccccagt tgcaaaatct ggggtttaag taccctttag gggtttccta ttggttacac 
180 

cctatgcgcc accaatcgga ggccgaagtg aaggctccca gtctccagac tcttattctc 
240 

ctagctcaaa gaaatccact gatttcctct gtagcatctt caggttccat cttgacaact 
300 

tcctctaaat ccccagggga agagttgttt agagactcct ggatgccctg agggagcggc 
360 

tccagagctt gccttccctc ctctgttttc acaacggtcc agcgataggc actgttctct 
420 

gacaatcctt cttggcactg tttatcgact ggtggaggcc ctgggctatg ttccactttg 
480 

gggaaaacag tagcagagag aggagatagt tcctggggct ctaatttggg ttctaggccc 
540 

tgaaaggcat tttccccatc agccacagca caagcaatgt ccacattcat gtgggcctta 
600 

tcttcagggg tggatggtat aggaagattc acagaattgc cagaaacaat taagggtgag 
660 

acagaggagg ccacaagggg ctggttcaat ggacagggga aggaagtagg gttaaccaag 
720 

agggtggcga tgggaatagt ctggggactc tgggccacag ccgcattgac aggctggatc 
780 

atgttacagc caccgccaag gctcacaatc ttcacagtgg tagcaggaac agtgaagata 
840 

acagatgcag ggtggataac aggggcaggt ttgatacagc gaaaggccct ggctcccctt 
900 

ctttttgagg gtctccgtct cacatatggc tttcgaaaca tggaagaggc aggggagggc 
960 

atcattacct tgggcacagg ggcagaagag agcaaagtct gggactcaga cagagggaag 
1020 

cttgtcctgg cctcaggggg catagcaggc agtgctgcag gagactcaaa actctcacct 
1080 

ccactgaccc ccagtggagg gacacctgga actgtctgta aaacagtggc tggctgtatt 
1140 

gggtgaggaa tccggagcac cattttgctc ggaggggctt ctgaatgagt tgattgggct 
1200 

ggtgttttcc cagggttgaa gctgggctgg agagaggggc tgggttggat aaggaggggt 
1260 

ttcaggactg atgaacgctt ctgtctccaa gccttcttgg ggaaacggtc ggcaactggc 
1320 

ttcagtttca ggactacacc cttaggcaat agcagtgggt accgagtttc actccccaac 
1380 

tctgagttgt ctttttctag gcttcgatct gagttgatct cagtggttcc agtcatattt 
1440 

cctacctctc tagcaccatc agccatgtgc cgcagttctt cctggatgga tggcagactg 
1500 

gcctttaacc agaatgggag ccggtgttct tctctctcta taggtggctt ccactgatgt 
1560 

ggctggatct cttcacagca ttttcctagg actggcagct gtttggtctt cttataaaat 
1620 

ttaatgatgt tgtcaggagc tctgttcatg ttgaggttct tgattctcac tgtcagttgg 
16 80 

cgggcagtct tgcaggttag aaggtacttg ctgattagag ggttaagaaa ctcagtccct 
1740 
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Asp Pro Asp Pro 
260 

Gly Lys Gly Val 
275 

Ala Arg lie Val 
290 

Ala Glu Lys Gin 
305 

Leu Gly Ala Leu 

Asn Gin Asp Arg 
340 

Val Ser Ser Lys 
355 

Phe Glu Glu Thr 
370 

Gin Leu lie Asp 
385 

lie Gly Tyr Met 

Ala Ala Val lie 
420 

Leu Ser Leu Ser 
435 

His He Thr Lys 
450 

Lys Lys Leu Phe 
465 

Pro Lys Ala Cys 

Thr Gly Tyr Asp 
500 

Ser Lys Ser Ser 
515 

Ala Thr Met Arg 
530 

Glu Leu Cys Ala 
545 

Glu Leu Asn Glu 

Gin Lys Tyr Asn 
580 



245 

Glu Phe Pro Thr 

Leu Thr Leu Ser 
280 

Leu Ala Asn Asp 
295 

Asp Ser Gly Glu 
310 

Leu Gly Trp Trp 
325 

Ser Ala Leu Lys 

He Leu Arg Ala 
360 

Leu Thr Gly Phe 
375 

Gin Gly Lys Thr 
390 

Cys Cys Pro Phe 
405 

Ser Ala Glu Leu 

Gin Gin Leu Lys 
440 

Ala Ser Tyr Phe 
455 

Glu Asn Leu Arg 
470 

Gly Lys Phe Glu 
485 

Asp Ser Gin Pro 

Gin Met He Thr 
520 

Thr Ser Gly Thr 
535 

Pro Pro Gly Asn 
550 

Leu Val Ser Ala 
565 

Leu Gin Pro Lys 



250 

Val Lys Tyr Pro 
265 

Phe Ala Leu Ala 

Pro Asp Ala Asp 
300 

Trp Arg Val Phe 
315 

Leu Phe Thr Ser 
330 

Asp Thr Tyr Met 
345 

He Ala Leu Lys 

Lys Trp Met Gly 
380 

Val Leu Phe Ala 
395 

Val Leu Asp Lys 
410 

Ala Ser Phe Leu 
425 

Ala He Tyr Val 

He Cys His Asp 
460 

Asn Tyr Asp Gly 
475 

He Ser Ala He 
490 

Asp Lys Lys Ala 
505 

Phe Thr Phe Ala 

Glu Pro Lys He 
540 

Ser Asp Pro Glu 
555 

He Glu Glu His 

570 
Ala Asp 
585 



255 

Asn Pro Glu Glu 
270 

Asp Lys Thr Lys 
285 

Arg Leu Ala Val 

Ser Gly Asn Glu 
320 

Trp Lys Glu Lys 
335 

Leu Ser Ser Thr 
350 

Glu Gly Phe His 
365 

Asn Arg Ala Lys 

Phe Glu Glu Ala 
400 

Asp Gly Val Ser 
415 

Ala Thr Lys Asn 
430 

Glu Tyr Gly Tyr 
445 

Gin Glu Thr He 

Lys Asn Asn Tyr 
480 

Arg Asp Leu Thr 
495 

Val Leu Pro Thr 
510 

Asn Gly Gly Val 
525 

Lys Tyr Tyr Ala 

Gin Leu Lys Lys 
560 

Phe Phe Gin Pro 

575 . 



<210> 4177 

<211> 4763 

<212> DNA 

<213> Homo sapiens 



<400> 4177 

tttttttttt tttttttttt tttttttttt tttttttttt tttgaagcaa taaaagcaca 
60 

gatttattga agcaaaagta tattccacag agtgggagca ggctaaagca agctgctcaa 
120 
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gttctaataa tgcacatagg atattagtac atcgtacacg tgctaggaaa aaacagcttc 
2400 

agtgtctttg tttaatgtgt tgaaactcat ctttttaaat cttgaaaaac caattgttta 
2460 

cttgaaactt gaaagtagca tatttttctg ttttttggtt gtttgttcat ttgtattagc 
2520 

acaatttaat gtaattcctg gtttggaggc agcaagacct atgagcaaga actatttact 
2580 

tgaccctcgg ttttttctct tgttcttgtg tggtctgaaa tctaaaacta gactttatta 
2640 

tgataggatt cctataagcc aatttctaat tacaatagaa ttattattta atccgtacct 
2700 

ttcattcttc tcataatcgt ggggattacc ggcctcccaa aaaactccgt tgggggaccc 
2760 

t9999 ct 999 gttccaac 
2778 

<210> 4176 
<211> 586 
<212> PRT 

<213> Homo sapiens 
<40.0> 4176 

Asn Ser Leu Thr Leu Glu Ala Val Lys Arg Leu lie Ala Glu Gly Asn 

1 5 -10- 15 

Lys Glu Glu Leu Arg Lys Cys Phe Gly Ala Arg Met Glu Phe Gly Thr 

20 25 30 

Ala Gly Leu Arg Ala Ala Met Gly Pro Gly He Ser Arg Met Asn Asp 

35 40 45 

Leu Thr He He Gin Thr Thr Gin Gly Phe Cys Arg Tyr Leu Glu Lys 

50 55 60 

Gin Phe Ser Asp Leu Lys Gin Lys Gly He Val He Ser Phe Asp Ala 
65 70 75 ^ 80 

Arg Ala His Pro Ser Ser Gly Gly Ser Ser Arg Arg Phe Ala Arg Leu 

85 90 95 

Ala Ala Thr Thr Phe He Ser Gin Gly He Pro Val Tyr Leu Phe Ser 

100 105 HO 

Asp He Thr Pro Thr Pro Phe Val Pro Phe Thr Val Ser His Leii Lys 

115 120 125 

Leu Cys Ala Gly He Met He Thr Ala Ser His Asn Pro Lys Gin Asp 

130 135 140 

Asn Gly Tyr Lys Val Tyr Trp Asp Asn Gly Ala Gin He He Ser Pro 
145 150 155 160 

His Asp Lys Gly He Ser Gin Ala He Glu Glu Asn Leu Glu Pro Trp 

165 170 175 

Pro Gin Ala Trp Asp Asp Ser Leu He Asp Ser Ser Pro Leu Leu His 

180 185 190 

Asn Pro Ser Ala Ser He Asn Asn Asp Tyr Phe Glu Asp Leu Lys Lys 

195 200 . 205 

Tyr Cys Phe His Arg Ser Val Asn Arg Glu Thr Lys Val Lys Phe Val 

210 215 220 

His Thr Ser Val His Gly Val Gly His Ser Phe Val Gin Ser Ala Phe 
225 230 235 240 

Lys Ala Phe Xaa Pro Cys Ser Ser Xaa Glu Ala Val Pro Glu Gin Lys 
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aaggcttttn gaccttgttc ctccnntgag gctgttcctg aacagaaaga tccggatcct 
780 

gagtttccaa cagtgaaata cccgaatccc gaagagggga aaggtgtctt gactttgtct 
840 ' 

tttgctttgg ctgacaaaac caaggccaga attgttttag ctaacgaccc ggatgctgat 
900 

agacttgctg tggcagaaaa gcaagacagt ggtgaatgga gggtgttttc aggcaatgag 
960 

ttgggggccc tcctgggctg gtggcttttt acatcttgga aagagaagaa ccaggatcgc 
1020 

agtgctctca aagacacgta catgttgtcc agcaccgtct cctccaaaat cttgcgggcc 
1080 

attgccttaa aggaaggttt tcattttgag gaaacattaa ctggctttaa gtggatggga 
1140 

aacagagcca aacagctaat agaccagggg aaaactgttt tatttgcatt tgaagaagct 
1200 

attggataca tgtgctgccc ttttgttctg gacaaagatg gagtcagtgc cgctgtcata 
1260 

agtgcagagt tggctagctt cctagcaacc aagaatttgt ctttgtctca gcaactaaag 
1320 

gccatttatg tggagtatgg ctaccatatt actaaagctt cctattttat ctgccatgat 
1380 

caagaaacca ttaagaaatt atttgaaaac ctcagaaact acgatggaaa aaataattat 
1440 

ccaaaagctt gtggcaaatt tgaaatttct gccattaggg accttacaac tggctatgat 
1500 

gatagccaac ctgataaaaa agctgttctt cccactagta aaagcagcca aatgatcacc 
1560 

ttcacctttg ctaatggagg cgtggccacc atgcgcacca gtgggacaga gcccaaaatc 
1620 

aagtactatg cagagctgtg tgccccacct gggaacagtg atcctgagca gctgaagaag 
1680 

gaactgaatg aactggtcag tgctattgaa gaacattttt tccagccaca gaagtacaat 
1740 

ctgcagccaa aagcagacta aaatagtcca gccttgggta tacttgcatt tacctacaat 
1800 . 

taagctgggt ttaacttgtt aagcaatatt tttaagggcc aaatgattca aaacatcaca 
1860 

ggtatttatg tgttttacaa agacctacat tcctcattgt ttcatgtttg acctttaagg 
1920 

tgaaaaaaga aaatggccaa acccaacaaa ctaacattcc tactaaaaag ttgagcttgg 
1980 

acatattttg aatttttgta agtgaagatt tttaaactga ctaacttaaa aaaatagatt 
2040 

gtaattgatg tgccttaatt tgcataaatc ataaatgtat gtcctctctg taattgtttt 
2100 

aatgtgtgct tgaaatatcc agaaaaccta tggagttagt aaattctggg ctgtcatatg 
2160 

taggatagcc actttttagg tatatgtaca tttatatttc tatcaattcc ttagaaagta 
2220 

aaataaatga atagatcaaa tgttgtgttc atgtttgggg aaaatataat ttgcagaaac 
2280 

ctatgaagta gagcaaagat gctttaaaaa gataagtttt tttgaactaa atttttttta 
2340 
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catggcatct acaagatgga gactctttcc tgacacacga ccattactac atgctaaatg 

acctcccaga ctctagctcg cctgtggctg ccacctttat gttt 
404 

<210> 4174 

<211> 91 

<212> PRT 

<213> Homo sapiens 

MetVeTrg Leu Val Cys Phe Ser Phe lie Met Arg Phe Asn Ser Asn 

5 10 I 5 

Asn Tyr Val Met Glu Trp Phe Glu Asn Leu Met Ser Asn Leu Glu Leu 

20 25 30 

Gly Thr Pro Val Ser Lys Cys Ala Arg Ala Leu Gly Ser Ala Lys Gly 

Pro Leu Leu Cys Cys Cys Val Gin Ala Trp His Leu Gin Asp Gly Asp 

Ser Phe Leu Thr His Asp His Tyr Tyr Met Leu Asn Asp Leu Pro Asp 

Ser Ser Ser Pro Val Ala Ala Thr Phe Met Phe 
85 90 



<210> 4175 

<211> 2778, 

<212> DNA 

<213> Homo sapiens 

aa!!tccttaa ctttggaggc agtgaaacga ctaatagcag aaggtaataa agaagaacta 
cgaaaatgtt ttggggcccg aatggagttt gggacagctg gcctccgagc tgctatggga 
cctggaattt ctcgtatgaa tgacttgacc atcatccaga ctacacaggg attttgcaga 
tacctggaaa aacaattcag tgacttaaag cagaaaggca tcgtgatcag ttttgacgcc 
cgagctcatc catccagtgg gggtagcagc agaaggtttg cccgacttgc tgcaaccaca 
tttatcagtc aggggattcc tgtgtacctc ttttctgata taacgccaac cccctttgtg 
cccttcacag tatcacattt gaaactttgt gctggaatca tgataactgc atctcacaat 
ccaaagcagg at.aatggtta taaggtctat tgggataatg gagctcagat catttctcct 
cacgataaag ggatttctca agctattgaa gaaaatctag aaccgtggcc tcaagcttgg 
glcgattctt taattgatag cagtccactt ctccacaatc cgagtgctto catcaataat 
gactactttg aagaccttaa aaagtactgt ttccacagga gcgtgaacag ggagacaaag 
gtgaagtttg tgcacacctc tgtccatggg gtgggtcata gctttgtgca gtcagctttc 
720 
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cagtcatatg caagatcagg agggttttcc atcactggaa agatcaaaac tgcactaatt 
780 

gagaatgcaa tctactatgg cacctatttg ctgatttttg gagcattttt aatttatgta 
840 

gctgtaaacc cacatttaca tttagaatgg aaccagcttc agacaattg 
889 

<210> 4172 
<211> 184 
<212> PRT 

<213> Homo sapiens 
<400> 4172 ' 

Met Ser Gly Ala Ala Leu Gly Leu Glu lie Val Phe Val Phe Phe Leu 

1 5 10 15 

Ala Leu Phe Leu Leu His Arg Tyr Gly Asp Phe Lys Lys Gin His Arg 

20 25 30 

Leu Val lie lie Gly Thr Leu Leu Ala Trp Tyr Leu Cys Phe Leu lie 

35 40 45 

Val Phe lie Leu Pro Leu Asp Val Ser Thr Thr He Tyr Asn Arg Cys 

50 55 60 

Lys His Ala Ala Gin He Gin Ala Leu Leu Arg He Ala Thr Leu Gin 
65 70 75 80 

Asp Cys Ala Thr Ala Asn Pro Val Pro Ser Gin His Pro Cys Phe Lys 

85 90 95 

Pro Trp Ser Tyr He Pro Asp Gly lie Met Pro He Phe Trp Arg Val 

100 105 110 

Val Tyr Trp Thr Ser Gin Phe Leu Thr Trp He Leu Leu Pro Phe Met 

115 120 125 

Gin Ser Tyr Ala Arg Ser Gly Gly Phe Ser He Thr Gly Lys He Lys 

130 135 . 140 

Thr Ala Leu He Glu Asn Ala He Tyr Tyr Gly Thr Tyr Leu Leu He 
145 150 155 160 

Phe Gly Ala Phe Leu He Tyr. Val Ala Val Asn Pro His Leu His Leu 

165 170 175 

Glu Trp Asn Gin Leu Gin Thr He 
180 

<210> 4173 
<211> 404 
<212> DNA 

<213> Homo sapiens 
<400> 4173 

tgatcatctc ccaaaggctt cactccaaat atcatcacat tgcggattac agattcaaca 
60 

taggaatttg gggggacaca gacattcagt ccatagtagc aagcttaagg tttctggggt 
120 

ctagagacaa aatgttccga ttagtgtgct tcagtttcat catgagattt aatagtaata 
180 

actacgttat ggaatggttt gagaatttaa tgagtaacct ggagctgggc acccctgtgt 
240 

caaagtgcgc tagggcactg ggttcggcta aaggcccatt gctatgctgc tgcgtgcagg 
300 
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Ala Val Cys Gly 
740 

Gly He Phe Arg 
755 

Pro Ser Leu Lys 
770 

Trp Arg^ Val Gin 
785 

Asp Gly Gin Arg 

Gly Asp Ala Lys 
820 

Asn Val Asn Lys 
835 

His Arg Pro Pro 
850 

Val Ser Ala Gly 
865 

Pro Pro Lys Pro 

Ala Ala Asp Ser 
900 



725 

Glu Thr Asp Glu 

Glu Arg Asp Glu 
760 

Leu Ala Leu Gin 
775 

Lys Ala Leu Leu 
790 

Gin Phe Cys Ala 
805 

Asn Arg Tyr Gin 

Lys Asp Tyr Val 
840 

Val Pro Val Arg 
855 

Gly Ser Ser Ala 
870 

Glu Thr Pro Glu 
885 



730 

Glu Ala Gly Glu 
745 

Phe Val He Arg 

Thr Gly Arg Glu 
780 

Gin Lys Phe Thr 
795 

Thr Ser Asn Tyr 
810 

Arg Leu Tyr Val 
825 

Arg Val Cys Ala 

Arg Ser Gly Gin 
860 

Pro Pro Pro Lys 
875 

Lys Thr Thr Ser 
890 



735 

Ser Gly Gly Glu 
750 

Ala Glu Asp He 
765 

Pro Pro Pro He 

Pro Glu He Lys 
800 

Leu Gly Tyr Phe 
815 

Lys Phe Leu Glu 
830 

Arg Lys Pro Trp 
845 

Ala Lys Asn Pro 

Ala Pro Ala Pro 
880 

Glu Lys Pro Pro 
895 



<210> 4171 

<211> 889 

<212> DNA 

<213> Homo sapiens 

<400> 4171 

nngcaggcct tctggtgatc gccagcgctg tcgtctctga gcgtggatcc cagaacctgg 
60 

acagctgtgg cggccgccgt ttcccggtcc cgtccagacg ctgtctggcg agatcggacg 
120 

gtgagcctaa ggcggaacgc gtgaggcgct tttgagtctg gggtccgggg ccgagagcag 
180 

gcggaaagag aggggacccg gcagaccccg agtggccgcc gctgcggggc ccaagtcctt 
240 

ggctgctgag tggtgacagt agcccagccc gccggccaga tatggtccag acctgtacat 
300 

gaataacttt ggttagtcag agtgaaatat tcaataatga gtggtgcagc tttgggactt 
360 

gagattgttt ttgtcttttt tctggcatta tttctgcttc atcgatatgg agactttaag 
420 

aaacagcata gacttgtgat tattggaaca ctgcttgctt ggtatctctg ctttcttatt 
480 

gtcttcatac tgcctctgga tgttagtacg acaatataca accggtgcaa gcatgctgct 
540 

caaattcaag ccctcctgag aatagcaaca ttacaggatt gtgcaactgc taaccctgtt 
600 

ccaagccagc atccttgttt caagccatgg agttacattc ctgatggaat catgccaatt 
660 

ttctggaggg tagtgtattg gacgtcacaa tttttaacat ggattctctt accttttatg 
720 
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290 . 295 300 

Leu val Ser Ser Cys Arg Ser Arg Pro Ala Leu Ser Pro Leu Gly Asp 
305 310. 315 320 

He Asp Phe Cys Leu Pro Asn Pro Gly Pro Asp Gly Pro Arg Arg Arg 

325 330 335 

Gly Arg Lys Pro Thr Lys Ala Lys Arg Asp Gly Pro Pro Arg Pro Arg 

340 345 350 

Gly Arg Pro Arg He Arg Pro Leu Glu Val Pro Thr Thr Ala Gly Pro 

355 360 365 

Ala Ser Ala Ser Thr Pro Thr Asp Gly Ala Lys Lys Pro Arg Gly Arg 

370 375 380 

Gly Arg Gly Arg Gly Arg Lys Ala Glu Glu Ala Gly Gly Thr Arg Leu 
385 390 395 400 

Glu Pro Leu Lys Pro Leu Lys He Lys Leu Ser Val Pro Lys Ala Gly 

405 410 415 

Glu Gly Leu Gly Thr Ser Ser Gly Asp Ala He Ser Gly Thr Asp His 

420 425 430 

Asn Ser Leu Asp Ser Ser Leu Thr Arg Glu Lys He Glu Ala Lys He 

435 440 445 

Lys Glu val Glu Glu. Lys Gin Pro Glu Met Lys Ser Gly Phe Met Ala 

450 455 460 

Ser Phe Leu Asp Phe Leu Lys Ser Gly Lys Arg His Pro Pro Leu Tyr 
465 470 475 480 

Gin Ala Gly Leu Thr Pro Pro Leu Ser Pro Pro Lys Ser Val Pro Pro 

485 - 490 495 

Ser Val Pro Ala Arg Gly Leu Gin Pro Gin Pro Pro Ala Thr Pro Ala 

500 505 510 

Val Pro His Pro Pro Pro Ser Gly Ala Phe Gly Leu Gly Gly Ala Leu 

515 520 525 

Glu Ala Ala Glu Ser Glu Gly Leu Gly Leu Gly Cys Pro Ser Pro Cys 

530 535 540 

Lvs Arg Leu Asp Glu Glu Leu Lys Arg Asn Leu Glu Thr Leu Pro Ser 
545 550 555 - . 560 

Phe Ser Ser Asp Glu Glu Asp Ser Val Ala Lys Asn Arg Asp Leu Gin 

565 570 575 

Glu Ser He Ser Ser Ala He Ser Ala Leu Asp Asp Pro Pro Leu Ala 

580 585 590 

Gly Pro Lys Asp Thr Ser Thr Pro Asp Gly Pro Pro Leu Ala Pro Ala 

595 600 605 

Ala Ala Val Pro Gly Pro Pro Pro Leu Pro Gly Leu Pro Ser Ala Asn 

610 615 €20 

Ser Asn Gly Thr Pro Glu Pro Pro Leu Leu Glu Glu Lys Pro Pro Pro 
625 630 635 640 

Thr Pro Pro Pro Ala Pro Thr Pro Gin Pro Gin Pro Pro Pro Pro Pro 

645 650 655 

Pro Pro Pro Gin Pro Ala Leu Pro Ser Pro Pro Pro Leu Val Ala Pro 

660 665 670 

Thr Pro Ser Ser Pro Pro Pro Pro Pro Leu Pro Pro Pro Pro Pro Pro 

675 680 685 

Ala Met Pro Ser Pro Pro Pro Pro Pro Pro Pro Ala Ala Ala Pro Leu 

690 695 700 

Ala Ala Pro Pro Glu Glu Pro Ala Ala Pro Ser Pro Glu Asp Pro Glu 
705 710 715 720 

Leu Pro Asp Thr Arg Pro Leu His Leu Ala Lys Lys Gin Glu Thr Ala 
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ggcgctggag tgggtggcag tggtagcagg ggcagaggtt ctggaacggg actttcccag 
4560 

agccctgggc agtggggggc ctgaggctgg catatgttct gtgtccccgc acagcagagt 
4620 

atcccaccct gaaatttaat gacttcagac aacaaatatt tatcactggg gggtttcttt 
4680 

tgttttttag ctaaagacag ggtctcgctc tgtcacccag gttggagtgc agtggcatga 

4740 

tea 

4743 

<210> 4170 
<211> 900 
<212> PRT 

<213> Homo sapiens 
<400> 4170 

Val Val Met Glu Gin Leu Pro Gly Val Pro Pro Gly Pro Pro His Pro 

15 10 15 

Val Arg Pro Pro Pro Pro Pro Pro Pro Pro Met Pro Leu Gin Leu Glu 

20 25 30 

Ala His Leu Arg Ser, His Gly Leu Glu Pro Ala Ala Pro Ser Pro Arg 

35 "40 45 

Leu Arg Pro Glu Glu Ser Leu Asp Pro Pro Gly Ala Met Gin Glu Leu 

50 55 60 

Leu Gly Ala Leu Glu Pro Leu Pro Pro Ala Pro Gly Asp Thr Gly Val 
65 70 75 80 

Gly Pro Pro Asn Ser Glu Gly Lys Asp Pro Ala Gly Ala Tyr Arg Ser 

85 90 95 

Pro Ser Pro Gin Gly Thr Lys Ala Pro Arg Phe Val Pro Leu Thr Ser 

100 105 HO 

He Cys Phe Pro Asp Ser Leu Leu Gin Asp Glu Glu Arg Ser Phe Phe 

115 120 125 

Pro Thr Met Glu Glu Met Phe Gly Gly Gly Ala Ala Asp Asp Tyr Gly 

130 135 140 

Lys Ala Gly Pro Pro Glu Asp Glu Gly Asp Pro Lys Ala Gly Ala Gly 
145 150 155 160 

Pro Pro Pro Gly Pro Pro Ala Tyr Asp Pro Tyr Gly Pro Tyr Cys Pro 

165 170 175 

Gly Arg Ala Ser Gly Ala Gly Pro Glu Thr Pro Gly Leu Gly Leu Asp 

180 185 190 

Pro Asn Lys Pro Pro Glu Leu Pro Ser Thr Val Asn Ala Glu Pro Leu 

195 200 205 

Gly Leu He Gin Ser Gly Pro His Gin Ala Ala Pro Pro Pro Pro Pro 

210. 215 220 

Pro Pro Pro Pro Pro Pro Ala Pro Ala Ser Glu Pro Lys Gly Gly Leu 
225 230 235 240 

Thr Ser Pro He Phe Cys Ser Thr Lys Pro Lys Lys Leu Leu Lys Thr 

245 250 255 

Ser Ser Phe His Leu Leu Arg Arg Arg Asp Pro Pro Phe Gin Thr Pro 

260 265 270 

Lys Lys Leu Tyr Ala Gin Glu Tyr Glu Phe Glu Ala Asp Glu Asp Lys , 

275 280 285 

Ala Asp Val Pro Ala Asp He Arg Leu Asn Pro Arg Arg Leu Pro Asp 
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ccggctgccc aaagcccggc ctaccaaggt 
2940 

gaaatggctg aaggaggcag gcggcaacgc 
3000 

ctcggactcg gagtcctccc ctggagcccc 
3060 

tctgctcaaa accagggcga tgcgggagat 
3120 

cacagcactt gacccagaca tgatccaggc 
3180 

gccccccatg cggaagatag acggcctgct 
3240 

gctgtcgcta agcccagccc tgcaggatgc 
3300 

gcagagtggg gagggctctc cggaagaggg 
3360 

ctacaaccgc aagacgctca gcaagctcaa 
3420 

ggttgagctg gaaaagtcgg gatactatac 
3480 

ccacaccttc ctgcgctgcc gggaccagac 
3540 

gggccaggag gaggtggtcc agcagtgcat 
3600 

tgactccttc agtgacctgc tggcccaagc 
3660 

ccccagcttg tgaggggggc gcctcctcca 
3720 

tcaggagcta acacctgggc tccatcgccg 
3780 

tgtgctgccc cctccagggc agggttcaaa 
3840 

tttccgctgg cccgcagccg ccgcgacttc 
3900 

aaacggtttc cctctcccct tgccccgacc 
3960 

ccaccttgta cataatgtat aggaaaagtc 
4020 

cagagagctg ggggacccct tccccccaag 
4080 

ggccattccc tccgcagggc atttggcgtc 
4140 

tatttttaat cttatttatt gtacatacct 
4200 

agaagggtcc cctctctctg cccctcccac 
4260 

gcccccaccc actgcccatc ccccattgtt 
4320 

tcctttcccc tcctccccgt tctcgccccc 
4380 

ctcttgctct ttcttgggct tctgtacaac 
4440 

agccaaacga aaacccaacg gcaaacactt 
4500 



gaaggctgaa ccgcccccta agaagaggaa 
tacagcaggc gggggcccac caggcagctc 
cagcgaggac gagcgggcag tacctgggcg 
gtaccggagc tacgtggaga tgttggtgag 
cctggaggac acgcatgacg agctgtacct 
gaatgagcac aagaagaaag tcctgaagcg 
tctgcacacg ttcccacagc tgcaagtgga 
ggctgtgcgg ctgcggcctg ctggggaacc 
gaggagcgtg gtcagagccc aggagttcaa 
actctaccat tcgctccacc actataaata 
cctggccatc gagggcggcg ccgaggacct 
gcggaaccag ccgtggctgg aacagctctt 
acaggcccac agccgctgcg ggtgaccccg 
tgaaccgaga attgggacag aaccgtgtcc 
gggaaagggg gtcatgggtc agggtgtgtc 
gtccgactcc cgcgcccgcc aagaagccgc 
ggcacagttt ctccctctgg ctagtctccc 
ccccctccac agccacagcc cccgccccct 
tatgtatggc tggggggggt ggggtggctt 
tcccccctgc aggccaagat ctttgctaaa 
gggtgggagg ggaaaacgca tcttgttaat 
ggggcagggg cttggggagg tggagggggg 
tccttttcta cggcgatttg tctgtgtctg 
gtctggatgt ggttctattt tttatcggtc 
gccccacccc ctgctcccac taccctttgt 
tcaacttgta tacactgtgt acacacaacc 
taccggcagg ctggagtgcc tctgtcctgc 
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acctcatcgg gtgatgccat atcaggcact gaccacaaca gcctggactc gagcctgact 

cgggagaaga tcgaggccaa gattaaggag gtggaggaga agcagccgga gacgaagtcg 

ggtttcatgg cctccttctt ggacttcctc aagtcaggca agcgccaccc accactctac 
1440 

caggcgggcc tgacgcctcc gctcagccct cccaagagtg tgccaccctc tgtgc.cagcc 

cgaggcctgc agccccagcc ccctgccacc cctgctgtgc cacatccccc accttccgga 

gcctttgggc ttgggggcgc cctggaggct gcagagagtg agggtctggg gcttggctgc 

ccttcaccct gcaagcggct tgatgaggag ctgaagcgga acctcgagac gctgccctcc 

ttctcctcgg atgaggaaga ctctgtcgcc aagaaccgag acctgcagga gagcatctcc 

tccgccatct ctgccctcga tgacccaccc cttgctgggc caaaagacac ttccacccca 
1800 

gatgggccgc ccttggcccc cgcggctgca gttccagggc caccccctct tccggggctc 

1860 

cccagtgcca acagcaatgg cactcccgag cccccgctgc tggaggagaa acccccaccc 

1920 

actccacctc ctgccccgac tcctcagcct cagcctccgc caccccctcc gccgccacag 
1980 

ccagccctgc cctcgccacc cccgctggtg gcccccacgc ccagctcacc accgccaccg 

ccgctgccgc cgccacctcc accagccatg ccctcgcctc caccaccacc cccaccagcc 
2100 

gctgccccac tggctgctcc tcctgaggag cccgccgccc cgtctcccga agaccccgag 

ctgccggaca cccggcccct gcatctggcc aaaaagcagg agacggcggc agtgtgtggg 

2220 

gagacggacg aggaggccgg. cgagagtggc ggagagggca. tcttccggga acgggacgag 

ttcgtcatcc gtgctgagga catcccttcc ctcaagctgg cgttgcagac ggggcgtgaa 

cccccaccca tctggcgagt ccagaaggcc cttctgcaga aattcactcc ggagatcaag 

gacggccaga ggcagttttg tgccaccagt aattatttgg ggtattttgg ggatgcaaaa 

aatcggtacc agcgcctcta tgtaaagttc ctggaaaatg tcaataagaa ggactacgtg 

agggtctgtg ctcggaaacc ctggcatcgg cccccagtgc cagtcagacg ctctgggcag 

gccaagaacc ccgtatctgc tgggggtagc tctgcacctc cccctaaggc cccagcacca 

c"cccaagc ctgagacccc tgaaaagacg acatctgaga agcccccagc agcagactcc 

tgagacggcc atgcctgagc cccctgcccc cgagaagccc tccctcctgc ggcctgttga 

glaggaaaag gagaaggaga aggtgacacg tggagagcgg ccattgcggg gtgagcgggc 
2820 

caccagcgga cggcagacac ggccagagcg gagtctcgcc acgggacaac ctgccacatc 
2680 
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260 265 270 

Glu Arg Asn Tyr Gin His Ser Arg Ser Arg Ser Pro His Ser Ser Gin 

275 280 285 

Ser Arg Asn Gin Ser Pro Gin Arg Leu Ala Ser 
290 295 

<210> 4169 

<211> 4743 

<212> DNA 

<213> Homo sapiens 

<400> 4169 

gtggttatgg agcagctgcc gggggtgcca ccaggccccc cccaccccgt tcgaccgcca 
60 

cccccgcctc caccacccat gcccctgcag ctcgaggccc acctccgcag ccatggcctg 
120 

gagcccgcgg cccccagccc ccgcctgcga cccgaggaga gcctggatcc gccaggcgcc 
180 

atgcaggaat tgctcggggc tctggagccg ctgcccccgg cgcctgggga tactggcgta 
240 

ggcccaccaa actcggaggg caaggatccc gcaggcgcct accgcagccc cagcccgcaa 
300 

ggcaccaagg cgccgcgttt cgtgccgctc acctccatct gcttccctga ctccttgctc 
360 

caagacgagg agcgcagctt cttccccacc atggaggaga tgttcggtgg aggggccgcg 
420 

gacgactacg gcaaggccgg gccacctgag gacgaggggg accccaaggc tggcgctggg 
480 

ccaccccccg gcccccctgc ttatgatccc tatgggccct actgtcctgg ccgggcgtcg 
540 

ggagccgggc ccgagacacc gggcctgggc ctggacccca acaaaccgcc tgaactgccc 
600 

tccacggtca acgccgagcc gctgggcctg atccagagtg gcccccacca ggcggcgcca 
660 

ccacccccgc ctccgccacc gccgcctccc gcgccggcct ccgaacccaa gggtggcctc 
720 

acctcgccca tcttctgctc taccaagcca aagaagctgc tcaagacatc ctccttccac 
780 

ctgctgcggc gccgcgaccc acccttccag acccccaaga agctgtacgc ccaggagtac 
840 

gagttcgagg cggacgagga caaggccgat gttcccgccg acatccgcct caacccccgg 
900 

cgcttgcctg acctggtctc cagctgccgc tcccgtccgg ccctctcgcc actgggggac 
960 

atcgacttct gcctacccaa cccaggaccc gatggccccc ggcgccgtgg ccgcaagccc 
1020 

acgaaggcga aacgtgatgg gccaccccgg ccacggggga ggccccggat ccgccccctg 
1080 

gaggtcccga ccactgcggg gcccgcctcg gcctccacgc ccaccgatgg cgccaagaaa 
1140 

ccccggggcc ggggccgagg ccggggtcga aaggctgagg aggcaggggg cacccggttg 
1200 

gagcccctga agccacttaa gatcaagctg tctgtgccca aggctggcga gggtctggga 
1260 
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cttcatgcac gagaaggacg ttatgagcgg agacttgatg gggcttcaga taacagggag 
540 

cgtgcttatg aacatagtgc ctatggacac catgaacggg ggacgggagg atttgatcgg 
600 

acaagacatt acgatcagga. ttactataga gatcctcgag agcggacttt acaacatggg 
660 

ctctattacg cttctcggag tcgaagtcca aatcgctttg atgctcatga cccccgatat 
720 

gaacctaggg ctcgcgagca gtttacactg cccagtgtgg tacacaggga tatctacagg 
780 

gatgatatta cccgggaggt acgaggcaga aggccagagc ggaattacca gcacagcagg 
840 

agtcggtcac cacattcatc ccagtctaga aatcagtctc ctcagagact ggctagc 
897 

<210> 4168 
<211> 299 
<212> PRT 

<213> Homo sapiens 



<400> 4168 



Xaa 


Arg 


His Ala Ala 


Gin 


His 


Gly 


Pro 


Gly Asn 


Gin 


Ala Ser Leu 


Gly 


1 


5 










10 






15 




Gly 


Gin 


Phe Thr ' Arg 


Glu 


Arg 


Ala 


Giy 


Arg 


Glu Asp 


His Arg Ala 


Phe 




20 








25 








30 




Gin 


Thr 


Ala Gly Val 


Gin 


Trp 


Arg 


Asp 


Leu 


Ser 


Pro 


Pro Gin Leu 


Pro 






35 






40 










45 




Pro 


Pro 


Gly He Lys 


Gin 


Ser 


Ser 


Cys 


Phe 


Ser 


Leu 


Leu Ser Ser 


Leu 




50 






55 










60 






Asp 


Tyr 


Arg Tyr Gly 


Arg 


Val 


Glu 


Ser 


Val 


Lys 


He 


Leu Pro Lys 


Arg 


65 






70 










75 






80 


Gly 


Ser 


Glu Gly Gly 


Val 


Ala 


Ala 


Phe 


Val 


Asp 


Phe 


Val Asp He 


Lys 




85 










90 






95 




Ser 


Ala 


Gin Lys Ala 


His 


Asn 


Ser 


Val 


Asn 


Lys 


Met 


Gly Asp Arg 


Asp 






100 








105 








110 




Leu 


Arg 


Thr Asp Tyr 


Asn 


Glu 


Pro Gly 


Thr 


He 


Pro 


Ser Ala Ala 


Arg 






115 






120 










125 




Gly 


Leu 


Asp Asp Thr 


Val 


Ser 


He 


Ala 


Ser 


Arg 


Ser 


Arg Glu Val 


Ser 




130 






135 










140 






Gly Phe 


Arg Gly Gly 


Gly 


Gly 


Gly 


Pro 


Ala Tyr Gly 


Pro Pro Pro 


Ser 


145 






150 










155 






160 


Leu 


His 


Ala Arg Glu 


Gly 


Arg 


Tyr 


Glu 


Arg 


Arg 


Leu 


Asp Gly Ala 


Ser 






165 










170 






175 




Asp 


Asn 


Arg Glu Arg 


Ala 


Tyr 


Glu 


His 


Ser 


Ala 


Tyr 


Gly His His 


Glu 




180 








185 








190 




Arg 


Gly 


Thr Gly Gly 


Phe 


Asp 


Arg 


Thr 


Arg 


His 


Tyr 


Asp Gin Asp 


Tyr 






195 






200 










205 




Tyr 


Arg 


Asp Pro Arg 


Glu 


Arg 


Thr 


Leu 


Gin 


His 


Gly 


Leu Tyr Tyr 


Ala 




210 






215 










220 






Ser 


Arg 


Ser Arg Ser 


Pro 


Asn 


Arg 


Phe 


Asp 


Ala 


His 


Asp Pro Arg 


Tyr 


225 




230 










235 






240 


Glu 


Pro 


Arg Ala Arg 


Glu 


Gin 


Phe 


Thr 


Leu 


Pro 


Ser 


Val Val His 


Arg 






245 










250 






255 




Asp 


lie 


Tyr Arg Asp 


Asp 


He 


Thr 


Arg 


Glu 


Val 


Arg 


Gly Arg Arg 


Pro 
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ctggatccca gtacctgaat cctgaatctt agactcttat acttcaaaca ctgatca 
717 

<210> 4166 

<211> 166 

<212> PRT 

<213> Homo sapiens 

<400> 4166 

Xaa Val Gin Glu Arg Phe Val Ala Gly Ser Leu Ala Gly Ala Thr Ala 

! 5 io • 15 

Gin Thr lie He Tyr Pro Met Glu Val Leu Lys Thr Arg Leu Thr Leu 

,20 25 30 

Arg Arg Thr Gly Gin Tyr Lys Gly Leu Leu Asp Cys Ala Arg Arg He 

35 40 45 

Leu Glu Arg Glu Gly Pro Arg Ala Phe Tyr Arg Gly Tyr Leu Pro Asn 

SO 55 60 

Val Leu Gly He He Pro Tyr Ala Gly He Asp Leu Ala Val Tyr Glu 
65 70 75 80 

Thr Leu Lys Asn Trp Trp Leu Gin Gin Tyr Ser His Asp Ser Ala Asp 

85 90 95 

Pro Gly He Leu Val Leu Leu Ala Cys Gly Thr He Ser Ser Thr Cys 

100 105 HO 

Gly Gin He Ala Ser Tyr Pro Leu Ala Leu Val Arg Thr Arg Met Gin 

115 120 125 

Ala Gin Gly Phe His His Val Ala Gin Ala His Leu Glu Leu Val Gly 

130 135 140 

Ser Arg Asn Ser Pro Ala Phe Ser Leu Pro Thr Cys Trp Asp Tyr Arg 
145 150 155 . 160 

Lys Pro Val Val Met Pro 
165 

<210> 4167 

<211> 897 

<212> DNA 

<213> Homo sapiens 

<400> 4167 

ngccggcacg ccgcccagca tggtccggga aatcaggcat ctctgggtgg gcaatttacc 
60 

cgagaacgtg cgggaagaga agatcatcga gcatttcaaa cggctggtgt gcaatggcgt 
120 

gatctcagcc caccgcaact tccgcctcct gggatcaagc aatcctcctg cttcagcctc 
180 

ctgagtagct tggactacag atatggccgc gtggaaagtg tcaaaattct tcccaagagg 
240 

ggatctgaag gaggagtggc tgcctttgtg gattttgtgg acatcaaaag tgcacagaaa 
300 

gctcacaact cggtcaacaa aatgggtgac agagacctac gcacggatta taatgaacca 
360 

ggcaccatcc cgagtgctgc tcggggattg gatgatacag tttccatagc atctcgtagt 
420 

agagaggttt ctgggttcag aggaggtggt ggagggcctg cttatggtcc cccaccgtca 
4B0 
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<400> 4164 



Asn 


Leu 


Ser 


Leu 


Trp Pro Gly 


Gin 


Ala 


Gin 


Asp Arg 


Leu 


Pro Ser 


Ala 


1 








5 










10 






15 




Arg 


Pro 


Thr 


Pro 


Gly Leu 


Pro 


Gly Gin 


Ser 


Gly His 


Gly Ser Leu 


Gin 








20 










25 








30 




Cys 


Gly 


Leu 


Gin 


Asp 


Pro 


Ala 


Gly 


Ser 


Arg 


Pro Leu 


Ser 


Pro Pro 


Phe 






35 










40 








45 






Ser 


Arg 


Leu 


Arg 


Ser 


Glu 


Gly 


Ser 


Lys 


Ser 


Val Leu 


Pro 


Gin Trp 


Leu 




50 










55 








60 








Trp 


Gly 


Met 


Lys 


Gly 


lie 


Pro 


Val 


Pro 


Ser 


Gly His 


Pro 


Gin Ala 


Asp 


65 










70 










75 






80 


Gly Arg Arg 


Ala 


Leu 


Val 


Arg 


Ala 


Val 


Gly 


His Pro 


Gin 


Asp Leu 


Leu 










85 










90 






95 




Thr 


Glu 


Ala 


Ser 


Pro 


Arg 


Cys 


Pro 


Ala 


Gly 


Pro Ser 


Pro 


Leu Arg 


Ser 








100 










105 








110 




Thr 


Gly Arg 


Lys 


Pro 


Pro Gly 


Pro 


Pro 


Arg 


Gly Gly 


Asp 


Leu Ala 


Ala 






115 










120 








125 






Pro 


Val 


Leu 


Phe 


Lys 


Ala 


Trp 


Ala 


Thr 


Ser 


Leu Ala 


Cys 


Pro Lys 


Trp 




130 










135 








140 








Gin 


Ala 


Leu 


Arg 


Arg 


Ala 


Arg 


-Met 


Val 


Pro 


Val Val 


Gin Gly Ser 


Pro 


145 










150 










155 






160 


Pro 


Ala 


Trp 


Ala 


Ala 


Pro 


Val 


Pro 


Trp 


Asn 


Leu Leu 


Pro Trp Gly 


Pro 










165 










170 






175 




Trp 


Thr 


Cys 


Arg 


His 


Met 


Ala 


He 


Glu 


Leu 


Gin 









180 185 

<210> 4165 

<211> 717 

<212> DNA 

<213> Homo sapiens 

<400> 4165 

ngcgtgcagg aacgcttcgt ggctggctcc ctggctggtg ccacagccca aaccatcatt 
60 

taccctatgg aggtgctgaa gacgcggctg accttgcgcc ggacgggcca gtataagggg 
120 

ctgctggact gcgccaggcg tatcctggag agggaggggc cccgtgcctt ctaccgcggc 
180 

tacctcccca acgtgctggg catcatcccc tatgcgggca tcgacctggc cgtctacgag 
240 

actctgaaga actggtggct tcagcagtac agccacgact cggcagaccc aggcatcctc 
300 

gtgctcctgg cctgcggtac catatccagc acctgcggcc agatagccag ttacccgctg 
360 

gccctggtcc ggacccgcat gcaggcacaa ggatttcatc atgttgccca ggctcatctc 
420 

gaactcgtgg ggtcaaggaa ttcgccagcc ttcagcctcc caacgtgctg ggattacagg 
480 

aagccggtgg tcatgccatg agcagcctta tggagaggac catgtggtaa ggaactcagc 
540 

caatagccat gtaactgagc ttggaagagg atcttgctgt cctggccaac atctcactgc 
600 

aattctatca gttgaattcc ctggatagtc caagctttgt ggatccctcc accagaacaa 
660 
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690 695 700 

Ala Asp Asn Gly Arg Asp Val Thr Ser Val Glu Pro Pro Ser Val Ser 
705 710 715 720 

Pro Ala Arg His Gin Leu Thr Ser Ala Leu Ser Arg Met Thr Gin Gly 

725 730 735 

Leu Arg Trp Val Arg Phe Thr Leu Gly Arg Ser Ser Ser Leu Ser Gin 

740 745 750 

Asn Gin Ser Pro Leu Arg Gin Leu Asp Asn Gly Val Ser Gly Arg Glu 

755 760 765 

Asp Asp Asp Asp Val Glu Met Leu He Pro He Ser Asp Gly Ser Ser 

770 775 780 

Asp Phe Asp Val Asn Asp Cys Ser Arg Pro Leu Leu Asp Leu Ala Ser 
785 790 795 800 . 

Asp Gin Gly Gin Gly Leu Arg Gin Pro Tyr Asn Ala Thr Asn Pro Gly 

805 810 815 

Val Arg Pro Ser Asn Arg Asp Gly Pro Cys Glu Arg Cys Gly He Val 

820 825 830 

His Thr Ala Gin He Pro Asp Thr Cys Leu Glu Val Thr Leu Lys Asn 

835 840 845 

Glu Thr Ser Asp Asp Glu Ala Leu Leu Leu 'Cys 
850 855 

<210> 4163 
<211> 568 
<212> DNA 

<213> Homo sapiens 
<400> 4163 

ntctagaacc tttccttgtg gccagggcag gctcaggaca ggctgccgtc agccaggccc 
60 

actccagggc tcccaggtca gagtggccat ggtagcttac aatgcggcct gcaggaccca 
120 

gcaggcagcc ggcccctctc ccctcccttt tcccgcctgc gctctgaagg ctccaagtca 
180 

gtgttgcccc agtggctctg ggggatgaag gggatcccgg tcccatctgg acaccctcaa 
240 

gctgatggac gcagagctct ggtgcgggca gtgggtcacc cccaggacct gctgaccgaa 
300 

gcctctcccc gctgcccggc aggcccttca ccgctgagat ctaccggcag aaagcctccg 
360 

ggtcccccaa gaggaggtga tttagctgcc ccagttttgt ttaaggcctg ggccacctcc 
420 

ttggcttgcc ccaagtggca ggccttgcgc agggcgagaa tggtgcctgt tgttcagggc 
480 

tcgcccccgg cgtgggctgc cccagtgcct tggaacctgc tgccttgggg accctggacg 
540 

tgccgacata tggccattga gctccaac 
568 

<210> 4164 
<211> 187 
<212> PRT 

<213> Homo sapiens 
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260 265 270 

Pro Asn Tyr Pro Asp Phe Tyr Pro Pro Gly Ser Asn Cys Thr Trp Leu 

275 280 285 

lie Asp Thr Gly Asp His Arg Lys Val lie Leu Arg Phe Thr Asp Phe 

290 295 * 300 

Lys Leu Asp Gly Thr Gly Tyr Gly Asp Tyr Val Lys He Tyr Asp Gly 
305 310 315 320 

Leu Glu Glu Asn Pro His Lys Leu Leu Arg Val Leu Thr Ala Phe Asp 

325 330 335 

Ser His Ala Pro Leu Thr Val Val Ser Ser Ser Gly Gin He Arg Val 

340 345 350 

His Phe Cys Ala Asp Lys Val Asn Ala Ala Arg Gly Phe Asn Ala Thr 

355 360 365 

Tyr Gin Val Asp Gly Phe Cys Leu. Pro Trp Glu He Pro Cys Gly Gly 

370 375 380 

Asn Trp Gly Cys Tyr Thr Glu Gin Gin Arg Cys Asp Gly Tyr Trp His 
385 390 395 400 

Cys Pro Asn Gly Arg Asp Glu Thr Asn Cys Thr Met Cys Gin Lys Glu 

405 410 415 

Glu Phe Pro Cys Ser Arg Asn Gly Val Cys Tyr Pro Arg Ser Asp Arg 

420 425 430 

Cys Asn Tyr Gin Asn His Cys Pro Asn Gly Ser Asp Glu Lys Asn Cys 

435 440 445 

Phe Phe Cys Gin Pro Gly Asn Phe His Cys Lys Asn Asn Arg Cys Val 

450 455 460 

Phe Glu Ser Trp Val Cys Asp Ser Gin Asp Asp Cys Gly Asp Gly Ser 
465 470 475 480 

Asp Glu Glu Asn Cys Pro Val He Val Pro Thr Arg Val He Thr Ala 

485 490 495 

Ala Val He Gly Ser Leu He Cys Gly Leu Leu Leu Val He Ala Leu 

500 505 510 

Gly Cys Thr Cys Lys Leu Tyr Ser Leu Arg Met Phe Glu Arg Arg Ser 

515 520 525 

Phe Glu Thr Gin Leu Ser Arg Val Glu Ala Glu Leu Leu Arg Arg Glu 

530 535 540 

Ala Pro Pro Ser Tyr Gly Gin Leu He Ala Gin Gly Leu He Pro Pro 
545 550 555 560 

Val Glu Asp Phe Pro Val Cys Ser Pro Asn Gin Ala Ser Val Leu Glu 

565 570 575 

Asn Leu Arg Leu Ala Val Arg Ser Gin Leu Gly Phe Thr Ser Val Arg 

580 585 590 

Leu Pro Met Ala Gly Arg Ser Ser Asn He Trp Asn Arg He Phe Asn 

595 600 605 

Phe Ala Arg Ser Arg His Ser Gly Ser Leu Ala Leu Val Ser Ala Asp 

610 . 615 620 

Gly Asp Glu Val Val Pro Ser Gin Ser Thr Ser Arg Glu Pro Glu Arg 
625 630 635 640 

Asn His Thr His Arg Ser Leu Phe Ser Val Glu Ser Asp Asp Thr Asp 

645 650 655 

Thr Glu Asn Glu Arg Arg Asp Met Ala Gly Ala Ser Gly Gly Val Ala 

660 665 670 

Ala Pro Leu Pro Gin Lys Val Pro Pro Thr Thr Ala Val Glu Ala Thr 

675 680 685 

Val Gly Ala Cys Ala Ser Ser Ser Thr Gin Ser Thr Arg Gly Gly His 
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ttatctatcc tatgttaaat ggtttgtttt tacaaaataa taccttattt taattgaaac 
3000 " ' , . 

gtttatgctt ttgccaagca catcttgtaa cttaatatag ctagatgtta aggttgttaa 
3060 

tgtaccaaaa aaaaaaaccc ttatactcac ctgcgttttc atttgtttga catttgtcta 
3120 

ttattggata tcattatcat atgaacttgt cagtgggaaa caaactgtct aaaaatttat 
3180 

ctcttacgtt taacatacaa tcatgtgaga tttaggcaga gttcgataaa ttactggcaa 
3240 

aaacaaaact catttataaa gattttctaa tgttgacttt aatactctaa catggtacaa 
3300 

accanatggt aaaatc 
3316 

<210> 4162 
<211> 859 
<212> PRT 

<213> Homo sapiens 
<400> 4162 

Met Ala Cys Arg Trp Ser Thr Lys Glu Ser Pro Arg Trp Arg Ser Ala 

1 5 10 15 

Leu Leu Leu Leu Phe Leu Ala Gly Val Tyr Gly Asn Gly Ala Leu Ala 

20 25 30 

Glu His Ser Glu Asn Val His lie Ser Gly Val Ser Thr Ala Cys Gly 

.35 .40 45 

Glu Thr Pro Glu Gin lie Arg Ala Pro Ser Gly lie lie Thr Ser Pro 

50 55 60 

Gly Trp Pro Ser Glu Tyr Pro Ala Lys lie Asn Cys Ser Trp Phe lie 
65 70 75 80 

Arg Ala Asn Pro Gly Glu lie lie Thr lie Ser Phe Gin Asp Phe Asp 

85 90 95 

lie Gin Gly Ser Arg Arg Cys Asn Leu Asp Trp Leu Thr lie Glu Thr 

100 105 110 

Tyr Lys Asn lie Glu Ser Tyr Arg Ala Cys Gly Ser Thr He Pro Pro 

115 120 125 

Pro Tyr He Ser Ser Gin Asp His He Trp He Arg Phe His Ser Asp 

130 135 140 

Asp Asn He Ser Arg Lys Gly Phe Arg Leu Ala Tyr Phe Ser Gly Lys 
145 150 , 155 160 

Ser Glu Glu Pro Asn Cys Ala Cys Asp Gin Phe Arg Cys Gly Asn Gly 

165 170 175 

Lys Cys He Pro Glu Ala Trp Lys Cys Asn Asn Met Asp Glu Cys Gly 

180 185 190 

Asp - Ser Ser Asp Glu Glu He Cys Ala Lys Glu Ala Asn Pro Pro Thr 

195 200 205 

Ala Ala Ala Phe Gin Pro Cys Ala Tyr Asn Gin Phe Gin Cys Leu Ser 

210 215 220 

Arg Phe Thr Lys Val Tyr Thr Cys Leu Pro Glu Ser Leu Lys Cys Asp 
225 230 235 240 

Gly Asn He Asp Cys Leu Asp Leu Gly Asp Glu He Asp Cys Asp Val 

245 250 255 

Pro Thr Cys Gly Gin Trp Leu Lys Tyr Phe Tyr Gly Thr Phe Asn Ser 
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tatcctcgtt ctgatcgctg caactaccag 
1380 

aactgctttt tttgccaacc aggaaatttc 
1440 

agttgggtgt gtgattctca agatgactgt 
1500 

gtaatcgtgc ctacaagagt catcactgct 
1560 

ttactcgtca tagcattggg atgtacttgt 
1620 

agatcatttg aaacacagtt gtcaagagtg 
1680 

ccctcgtatg gacaattgat tgctcagggt 
1740 

tgttcaccta atcaggcttc tgttttggaa 
1800 

ggatttactt cagtcaggct tcctatggca 
1860 

tttaattttg caagatcacg tcattctggg 
1920 

gaggttgtcc ctagtcagag taccagtaga 
1980 

ttgttttccg tggagtctga tgatacagac 
2040 

gcatctggtg gggttgcagc tcctttgcct 
2100 

gcgacagtag gagcatgtgc aagttcctca 
2160 

aatggaaggg atgtgacaag tgtggaaccc 
2220 

acaagtgcac tcagtcgtat gactcagggg 
2280 

tcaagttccc taagtcagaa . ccagagtcct 
2340 

agagaagatg atgatgatgt tgaaatgcta 
2400 

gatgtgaatg actgctccag acctcttctt 
2460 

agacaaccat ataatgcaac aaatcctgga 
2520 

gagcgctgtg gtattgtcca cactgcccag 
2580 

aaaaacgaaa cgagtgatga tgaggctttg 
2640 

agattgtata caagttggag caatatccgt 
2700 

gttttagttt aaaaagaaaa aatgcagggt 
2760 

ggttaaattc gacaacttgt aactctatga 
2820 

atgcatcaca tattgcatat tgttcaataa 
2880 

atcctgatac tgtagttcac tgtagaaatg 
2940 



aatcattgcc caaatggctc agatgaaaaa 
cattgtaaaa acaatcgttg tgtgtttgaa 
ggtgatggca gcgatgaaga aaattgccca 
gccgtcatag ggagcctcat ctgtggcctg 
aagctttatt ctctgagaat gtttgaaaga 
gaagcagaat tgttaagaag agaagctcct 
ttaattccac cagttgaaga ttttcctgtt 
aatctgaggc tagcggtacg atctcagctt 
ggcagatcaa gcaacatttg gaaccgtatt 
tcattggctt tggtctcagc agatggagat 
gaacctgaga gaaatcatac tcacagaagt 
acagaaaatg agagaagaga tatggcagga 
caaaaagtcc ctcccacaac ggcagtagaa 
actcagagta cccgaggtgg tcatgcagat 
ccaagtgtga gtccagcacg tcaccagctt 
ctacgctggg tacgttttac attaggacga 
ttgagacaac ttgataatgg ggtaagtgga 
attccaattt ctgatggatc ttcagacttt 
gatcttgcct cagatcaagg acaagggctt 
gtaaggccaa gtaatcgaga tggcccctgt 
ataccagaca cttgcttaga agtaacactg 
ttactttgtt aggtacgaat cacataaggg 
ttattatttt gtaactttac agttaaacta 
gatttcttat tattatatgt tagcctgcat 
acttagagtt tactatttta gcagctaaaa 
tggtcctttc atttgtttct gattgttttc 
tggctgctga aactcatttg attgtcattt 
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340 345 350 

Ala Lys Ala Ala Gly Pro His Gly 
355 360 

<210> 4161 

<211> 3316 

<212> DNA 

<213> Homo sapiens 

<400> 4161 

ctcctcctcc gtctcctcct ctctctctca tctgctgtgg ttatggcctg tcgctggagc 
60 

acaaaagagt ctccgcggtg gaggtctgcg ttgctcttgc ttttcctcgc tggggtgtac 
120 ' 

ggaaatggtg ctcttgcaga acattctgaa aatgtgcata tttcaggagt gtcaactgct 
180 

tgtggagaga ctccagagca aatacgagca ccaagtggca taatcacaag cccaggctgg 
240 

ccttctgaat atcctgcaaa aatcaactgt agctggttca taagggcaaa cccaggcgaa 
300 

atcattacta taagttttca ggattttgat attcaaggat ccagaaggtg caatttggac 
360 

tggttgacaa tagaaacata caagaatatt gaaagttaca gagcttgtgg ttccacaatt 
420 

ccacctccgt atatctcttc acaagaccac atctggatta ggtttcattc ggatgacaac 
480 

atctctagaa agggtttcag actggcatat ttttcaggga aatctgagga accaaattgt 
540 

gcttgtgatc agtttcgttg tggtaatgga aagtgtatac cagaagcctg gaaatgtaat 
600 

aacatggatg aatgtggaga tagttccgat gaagagatct gtgccaaaga agcaaatcct 
660 

ccaactgctg ctgcttttca accctgtgct tacaaccagt tccagtgttt atcccgtttt 
72 0 

accaaagttt acacttgcct ccccgaatct ttaaaatgtg atgggaacat tgactgcctt 
780 

gacctaggag atgagataga ctgtgatgtg ccaacatgtg ggcaatggct aaaatatttt 
840 

tatggtactt ttaattctcc caattatcca gacttttatc ctcctggaag caattgcacc 
900 

tggttaatag acactggtga tcaccgtaaa gtcattttac gcttcactga ctttaaactt 
960 

gatggtactg gttatggtga ttatgtcaaa atatatgatg gattagagga gaatccacac 
1020 

aagcttttgc gtgtgttgac agcttttgat tctcatgcac ctcttacagt tgtttcttct 
1080 

tctggacaga taagggtaca tttttgtgct gataaagtga atgctgcaag gggatttaat 
1140 

gctacttacc aagtagatgg gttctgtttg ccatgggaaa taccctgtgg aggtaactgg 
1200 

gggtgttata ctgagcagca gcgttgtgat gggtattggc attgcccaaa tggaagggat 
1260 

gaaaccaatt gtaccatgtg ccagaaggaa gaatttccat gttcccgaaa tggtgtctgt 
1320 
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ctcccactgt caggaggtca ggggcagagt gaggactcag acccgctcct ccagcagatc 
1440 

cacaacatca catcattcat caggcaggcc aaggccgcgg ggccgcatgg g 
1491 

<210>. 4160 
<211> 360 
<212> PRT 

<213> Homo sapiens 
<400> 4160 

Phe His Leu Ala Leu Phe Ser Ser Gly Gin Leu Thr Ala Phe Asp Arg 

1 5 10 15 

Thr Asn Thr Glu Ser Ala Lys lie Arg Ala lie Glu Lys Ser Val Val 

20 25 30 

Pro Trp Val Asn Asp Gin Asp Val Pro Phe Cys Pro Asp Cys Gly Asn 

35 40 45 

Lys Phe Ser He Arg Asn Arg Arg His His Cys Arg Leu Cys Gly Ser 

50 55 60 

He Met Cys Lys Lys Cys Met Glu Leu He Ser Leu Pro Leu Ala Asn 
65 , 70 75 80 

Lys Leu Thr Ser Ala Ser Lys Glu Ser Leu Ser Thr -His Thr Ser Pro 

85 90 95 

Ser Gin Ser Pro Asn Ser Val His Gly Ser Arg Arg Gly Ser He Ser 

100 105 HO 

Ser Met Ser Ser Val Ser Ser Val Leu Asp Glu Lys Asp Asp Asp Arg 

115 120 125 

He Arg Cys Cys Thr His Cys Lys Asp Thr Leu Leu Lys Arg Glu Gin 

130 135 140 

Gin He Asp Glu Lys Glu His Thr Pro Asp He Val Lys Leu Tyr Glu 
145 150 155 160 

Lys Leu Arg Leu Cys Met Glu Lys Val Asp Gin Lys Ala Pro Glu Tyr 

165 170 175 

He Arg Met Ala Ala Ser Leu Asn Ala Gly Glu Thr Thr Tyr Ser Leu 

180 185 190 

Glu His Ala Ser Asp Leu Arg Val Glu Val Gin Lys Val Tyr Glu Leu 

195 200 205 

He Asp Ala Leu Ser Lys Lys He Leu Thr Leu Gly Leu Asn Gin Asp 

210 215 220 

Pro Pro Pro His Pro Ser Asn Leu Arg Leu Gin Arg Met He Arg Tyr 
225 . 230 235 240 

Ser Ala Thr Leu Phe Val Gin Glu Lys Leu Leu Gly Leu Met Ser Leu 

245 250 255 

Pro Thr Lys Glu Gin Phe Glu Glu Leu Lys Lys Lys Arg Lys Glu Glu 

260 265 270 

Met Glu Arg Lys Arg Ala Val Glu Arg Gin Ala Ala Leu Glu Ser Gin 

275 280 285 

Arg Arg Leu Glu Glu Arg Gin Ser Gly Leu Ala Ser Arg Ala Ala Asn 

290 295 300 

Gly Glu Val Ala Ser Leu Arg Arg Gly Pro Ala Pro Leu Lys Lys Ala 
305 310 315 320 

Glu Gly Trp Leu Pro Leu Ser Gly Gly Gin Gly Gin Ser Glu Asp Ser 

325 330 335 

Asp Pro Leu Leu Gin Gin He His Asn He Thr Ser Phe He Arg Gin 
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<210> 4159 

<211> 1491 

<212> DNA 

<2l3> Homo sapiens 



<400> 4159 

catcctagtc gtgcttgttg tgtgtaacct 
60 

aagtacagtt ctttatgtgt actttgtaag 
120 

ggagcaccgt ggagaatgga gagttttctg 
180 

tgcctacccc tggttattgc taaaatgggt 
240 

ataggaagcg aggtgggttc tagatgcaaa 
300 

ttgtgatttt gtggcgttgg ggatgacaga 
360 

tcccacttga tgtattggaa agtgtggagc 
420 

gcactatttt cttccggtca gctcactgca 
480 

attcgagcaa tagaaaagtc tgtggtgcct 
540 

ccagactgtg ggaataagtt cagcatccgg 
600 

tctattatgt gcaagaagtg tatggagctc 
660 

agtgccagca aggagtccct gagcacccac 
720 

catggctccc gccgaggcag catcagcagc 
780 

aaggacgatg accggatccg ctgctgtaca 
840 

cagcagattg atgagaagga gcacacacct 
900 

ctttgcatgg agaaagttga ccagaaagct 
960 

aatgctgggg agacaaccta cagtctggaa 
1020 

aaagtgtatg agctgataga cgctttaagt 
1080 

gaccctccac cacatccaag caatttgcgg 
1140 

ctttttgtgc aggaaaagtt gcttggtttg 
1200 

gaactgaaaa agaaaaggaa ggaggaaatg 
1260 

gccctggagt cccagcgaag gcttgaggaa 
1320 

aacggggagg tggcatctct ccgcaggggc 
1380 



ggattgtgtg 


ctgggcatag 


tagcaagcac 


gcagaaatat 


gtggccagtt 


ttagggtcca 


ttgctttcag 


tcgttgccct 


tacccatcct 


aactgacaat 


aaagagatta 




actaataccc 


tgtcccatgt 


gaaattgttt 


tgagacttga ggaatgcaaa 


tgtgctaatt 


atgtatacat 


cacctggtta 


atttcatttg 


tttgacagaa 


caaatactga 


gtctgcaaag 


tgggtcaacg 


accaggatgt 


ccctttctgt 


aaccgccgcc 


accactgccg 


cctctgcggg 


atcagccttc 


ccttggcaaa 


caagctcacc 


accagcccca 


gccagtcacc 


caacagtgtc 


atgagcagtg 


tcagctcggt 


cctggatgag 


cactgcaagg 


acacgctgct 


caagagagag 


gacatcgtga 


agctctacga 


gaaattacga 


ccagaataca 


tcaggatggc 


agcatcatta 


catgccagtg 


accttcgagt 


ggaagtgcag 


aagaagatct 


taaccttggg 


cttgaaccag 


ctgcagagaa 


tgatcagata 


ctcagctaca 


atgtcactgc 


caaccaaaga 


acagtttgag 


gagaggaaga 


gggccgtgga 


gagacaagct 


aggcagagtg gcctggcttc 


tcgagcggcc 


cctgccccct 


tgaaaaaggc 


tgagggctgg 
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20 25 30 

Asp Glu Phe Glu Glu Thr Leu Gin Glu Ala Cys Arg His Leu Gly Arg 

35 40 45 

Tyr Arg Val lie Gly Arg Met Phe Arg Arg Glu Glu Asn Ala Gin Ala 

50 55 60 

lie Leu Leu Glu Leu Ala Gin Asp He Asp Tyr Ala Leu Leu Pro Arg' 
65 70 75 80 

Glu He Pro Gly Lys Gly Gly Pro Trp Glu Val He Val Lys Pro Arg 

85 90 95 

Asn Ser Asp Gly Glu Phe Leu Asn Arg Leu Asn Arg Phe Leu Glu Glu 

100 105 HO 

Glu Arg Arg Thr Val Ser Asp Met Asn Arg. Val Leu Gly Ser Asp Thr 

115 120 125 

Asn Cys Ser Ala Pro Arg Val Thr lie Ser Pro Glu Phe Trp. Thr Trp 

130 135 140 

Ala Gin Thr Leu Gly Ala Ala Val Gin Pro Leu Leu Glu Gin Met Leu 
145 150 155 160 

Tyr Arg Glu Leu Arg Val Phe Ser Gly Asn Thr He Ser He Pro Gly 

165 170 175. 

Ala Leu Ala Phe Asp Ala Trp Leu Glu His Thr Thr Glu Met Leu Gin 

180 185 190 

Met Trp Gin Val Pro Glu Gly Glu Lys Arg Arg Arg Leu Met Glu Cys 

195 . 200 205 

Leu Arg Gly Pro Ala Leu Gin Val Val Ser Gly Leu Arg Ala Ser Asn 

210 215 220 

Ala Ser He Thr Val Glu Glu Cys Leu Ala Ala Leu Gin Gin Val Phe 
225 * 230 235 240 

Gly Pro Val Glu Ser His Lys He Ala Gin Val Lys Leu Cys Lys Ala. 

245 250 255 

Tyr Gin Glu Ala Gly Glu Lys Val Ser Ser Phe Val Leu Arg Leu Glu 

260' 265 270 

Pro Leu Leu Gin Arg Ala Val Glu Asn Asn Val Val Ser Arg Arg Asn 

275 280 285 

Val Asn Gin Thr Arg Leu Lys Arg Val Leu Ser Gly Ala Thr Leu Pro 

290 295 300 

Asp Lys Leu Arg Asp Lys Leu Lys Leu Met Lys Gin Arg Arg Lys Pro 
305 310 315 320 

Pro Gly Phe Leu Ala Leu Val Lys Leu Leu Arg Glu Glu Glu Glu Trp 

325 330 335 

Glu Ala Thr Leu Gly Pro Asp Arg Glu Ser Leu Glu Gly Leu Glu Val 

340 345 350 

Ala Pro Arg Pro Pro Ala Arg He Thr Gly Val Gly Ala Val Pro Leu 

355 360 365 

Pro Ala Ser Gly Asn Ser Phe Asp Ala Arg Pro Ser Gin Gly Tyr Arg 

370 375 380 

Arg Arg Arg Gly Arg Gly Gin His Arg Arg Gly -Gly Val Ala Arg Ala 
385 390 395 400 

Gly Ser Arg Gly Ser Arg Lys Arg Lys Arg His Thr Phe Cys Tyr Ser 

405 410 415 

Cys Gly Glu Asp Gly His He Arg Val Gin Cys He Asn Pro Ser Asn 

420 425 430 

Leu Leu Leu Val Lys Gin Lys Lys Gin Ala Ala Val Glu Ser Gly Asn 

435 440 445 

Gly Asn Trp Ala Trp Asp Lys Ser His Pro Lys Ser Lys Ala Lys 
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ggaccagggt ggctgtgaag ggaagtcttt gttgcaaagg aggaggagga aaagggagga 
2220 

cttggtaggg ttttgtttct tctgcttgtt tctgtacagg gccaccagac tcctggagag 
2280 

atcaagcaag gagaacctgg ggctgccatg gccaaagcaa ctcaacagat gccaatgcca 
2340 

attccaaggc cagccacaac cctgccacct tggggaatcc agcctggagg catcccctaa 
2400 

gcagccagcc atggcctggg tggaggcacc tgaagacgtc tgtcccaaac tcccccagcc 
2460 

ctgagctggg agatgacagg gggaaagagg ccctctcaag ggtgccagat gcctgggtct 
2520 

cccaagaggg gtcccccaac tcaccgttcc cgggacaggc tgccccctgt tccaggaagc 
2580 

tcatcctcac ctgtgtaggc ccctgtagtg acccacgcgt ccagcagacg cccacccacc 
2640 

gctagccgtt gttcctgtgc aaagtagtgt gctatgcacc cacccaggtg gccgcctctg 
2700 

ggcccaaggc acatgctgtg agcttcctgt gagcccaggc tctgctcact getgtcccgc 
2760 

gtcatgagca ccacctctgc tttccctgtg tagatctagg ccagtggctg cttgtttttg 
2820 

tggagctgtg tgtgttcttc tctgagcagc tcctccccgg agtcccccag cacagtccca 
2880 

ggagatgaca ggaaggaagg caccagggca aggcggacgc tcaccctgtg accacgatgg 
2940 

tgaccgtgac tgtgggagga agaactggac ccaggacgga gtggggctgc cctgtctgag 
3000 

tttccccagt gaactttgtg ctttggtgtt ccacccctgt tgttactcat gactcagttt 
3060 

ccttgacctg gtagggtgtt ccctgctgtg ttttccagtg tcctgtgact gtcctgtgcg 
3120 

ggccataggg cagggccctg tcccagcaga tgggcttggg agggggctcc ctaaagccag 
3180 . 

tggacactgc cagagtctac cttcctggca agaggcagac cccggggccc tcaggaagga 
3240 

gggagttggc agcgggggct gcagcaggag taggagcaga tgaggcgtct tgccaggaac 
3300 

ctcaggagga gggggcccgg gacctgtgtg ggacctgtgt cctgtggtgg ccgtttgcag 
3360 

tttctctctg tgttgtgatt cccttctctt caacggtttc agtacgtgtt tctcttcaat 
. 3420 

aaacttcatt cagtgttcca aaaaaaaaaa aaaaaaaaaa 
3460 

<210> 4158 

<211> 463 

<212> PRT 

<213> Homo sapiens 

<400> 4158 

Met Pro Leu Thr Leu Leu Gin Asp Trp Cys Arg Gly Glu His Leu Asn 

15 10 15 

Thr Arg Arg Cys Met Leu lie Leu Gly lie Pro Glu Asp Cys Gly Glu 
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atatccatcc caggtgcact ggcctttgat 
600 

cagatgtggc aggtgcccga gggggaaaag 
660 

cctgctctcc aggtggtcag tgggctccgg 
720 

tgcctggctg ccttgcagca ggtgttcgga 
780 

aagttgtgta aagcctatca ggaggcagga 
840 

gaacccctgc tccaaagagc tgtagaaaac 
900 

actcgcctga aacgagtctt aagtggggcc 
960 

aagctgatga aacagcgaag gaagcctcct 
1020 

gaggaggagg aatgggaggc cactttaggt 
1060 

gtagccccaa ggccacctgc caggatcact 
1140 

ggcaacagtt ttgatgcgag gccttcccag 
1200 

caccgaaggg gtggtgtggc aagggctggc 
1260 

acattctgct atagctgtgg ggaagacggc 
1320 

aacctgctct tggtaaagca gaagaaacag 
1380 

gcttgggaca agagccatcc caagtccaag 
1440 

tttcctacca cagcccaagg agacaaaaga 
1500 

gacaaacagc agatgagttg agtggggcag 
1560 

cttctcaccc ttggccagct ggaagggact 
1620 

tcagtggggg tcaggtccag gtccccgaag 
1680 

gcatccagca catggggtgc ctgggcctca 
1740 

gaaggtacgg ctgggggttc tgtcctgctc 
1800 

gactttgagc tgaacatgcc cactggcccc 
1860 

tggggcctgc ccctgccagc aggtgccagg 
1920 

aaagccctgc aggggaggcc acagggtcca 
1980 

aggggagccc caggaaggca gcaccctgga 
2040 

aaggccccgg gagcccagtg ccagccagag 
2100 

gagaagaccc ccagcagggg tactgggtac 
2160 



gcctggcttg agcacaccac tgagatgcta 
aggcggaggc tgatggaatg cttacggggc 
gccagcaatg cttccataac tgtggaggag 
cctgtggaga gccataaaat tgcccaggtg 
gagaaagtat ctagctttgt gttacgtttg 
aatgtggtat cacgtagaaa cgtgaatcag 
acccttcctg acaaactccg agataagctt 
ggtttcctgg ccctggtgaa gctcctgcgt 
ccagataggg agagtctgga ggggctggaa 
ggggttgggg cagtacctct ccctgcctct 
ggctaccggc gccggagggg cagaggccaa 
tctcgaggct caagaaaacg gaaacgccac 
cacatcaggg tacagtgcat caacccctcc 
gctgcagttg agtcgggaaa cgggaactgg 
gccaagtagg ctcgggagaa cagggcaaca 
gatattggga ggaggggaaa gagaagccca 
agggacaggg cagccagacc aaggccaagc 
ttcagcaacc aagaccacct ggcaacaggc 
aggtgctgga gaggaaagca gggagccact 
gatggggacc ccaaagaagc agaagctgaa 
atccaaccac ccctaaatac ccaccctgtg 
caggccacat gggacctgga ggagcctacc 
gctggtgagg aagagctggg gggcagaggt 
tcccgtcttc aggatcatct acactgcact 
ggccctgtgc cagtgaggac aggagaccct 
gttgtgcagg caaggagacc aaagattgat 
ccggcaggcc agtgccctca cagttgactt 
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<210> 4157 

<211> 3460 

<212> DNA 

<213> Homo sapiens 



<400> 4157 

cattagtatc cgcagagatt cgaggacatg ccgttgacct tgttacagga ctggtgtcgg 
60 

ggggaacacc tgaacacccg gaggtgcatg ctcatcctgg ggatccccga ggactgtggc 
120 

gaggatgagt ttgaggagac actccaggag gcttgcaggc. acctgggcag atacagggtg 
180 

attggcagga tgtttaggag ggaggagaac gcccaggcga ttctactgga gctggcacaa 
240 . 

gatatcgact atgctttgct cccaagggaa ataccaggaa agggggggcc ctgggaagtg 
300 

attgtaaaac cccgtaactc agatggggaa tttctcaaca gactgaaccg cttcttagag 
360 

gaggagaggc ggaccgtgtc agatatgaac cgagtcctcg ggtcggacac caattgttcg 
420 

gctccaagag tgactatatc accagagttc tggacctggg cccagactct gggggcagca 
480 

gtgeagcctc tgctagaaca aatgttgtac cgagaactaa gagtgttttc tgggaacacc 
540 
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<210> 4155 

<211> 1191 

<212> DNA 

<213> Homo sapiens 

<400>. 4155 

aggcccgagc cgcagggaaa gcggcgcggg ccgggcgggg cgcggcgccc agagctcagg 
60 

gggagacaaa ggggaccggt tcctctctag gcgccaagat gtggatacag gttcgcacca 
120 

ttgatggctc caagacgtgc accattgagg acgtgtctcg caaagccacg attgaggagc 
180 

tgcgcgagcg ggtgtgggcg ctgttcgacg tgcggcccga atgccagcgc ctcttctacc 
240 

ggggcaagca gttggaaaat ggatatacct tatttgatta tgatgttgga ctgaatgata 
300 

taattcagct gctagttcgc ccagaccctg atcatcttcc tggcacatct acacagattg 
360 

aggctaaacc ctgttctaat agtccaccta aagtaaagaa agctccgagg gtaggacctt 
420 

ccaatcagcc atctacatca gctcgtgccc gtcttattga tcctggcttt ggaatatata 
480 

agatacccag aaagcggtac tctagaaatg aatgtcaagg atcttagacc acgagctaga 
540 

accattttga aatggaatga actaaatgtt ggtgatgtgg taatggttaa ttataatgta 
600 

gaaagtcctg gacaaagagg attctggttt gatgcagaaa ttaccacatt gaagacaatc 
660 

tcaaggacca aaaaagaact tcgtgtgaaa attttcctgg ggggttctga aggaacatta 
720 

aatgactgca agataatatc tgtagatgaa atcttcaaga ttgagagacc tggagcccat 
780 

cccctttcat ttgcagatgg aaagttttta aggcgaaatg accctgaatg tgacctgtgt 
840 

ggtggagacc cagaaaagaa atgtcattct tgctcctgtc gtgtatgtgg tgggaaacat 
. 900 

gaacccaaca tgcagcttct gtgtgatgaa tgtaatgtgg cttatcatat ttactgtctg 
960 

aatccacctt tggataaagt cccagaagag gaatactggt attgtccttc ttgtaaaact 
1020 

gattccagtg aagttgtaaa ggctggtgaa agactcaaga tgagtaaaaa gaaagcaaag 
1080 

atgccgtcag ctagtactga aagccgaaga gactgaggca ggggagggga ggggagggaa 
1140 

tgaggcagct ctaggatcta tactgtagct aataaaatgt aaaaacacct g 
1191 

<210> 4156 

<211> 233 

<212> PRT 

<213> Homo sapiens 

<400> 4156 

Asp Leu Pro He Ser His Leu His Gin Leu Val Pro Val Leu Leu He 
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20 25 30 

Arg Glu Gly Glu Thr Pro Ala Glu Asp Ala Lys Leu Asp Arg Pro Gly 

35 40 45 

Ser Glu Pro Ala Ser Val Ala Pro Asn Gin Asn Leu Leu Cys Ala Pro 

50 55 60 

Arg Pro Pro Ser Thr Phe Met Ser Val Leu Leu Leu Arg Gly Gin Val 
65 70 75 80 

Leu Pro Ser Leu Thr Ala Leu Ala Arg Pro Ala Arg Phe Pro Ser Asn 
85 90 95 

Pro 



<210> 4153 

<211> 395 

<212> DNA 

<213> Homo sapiens 

<400> 4153 

tgatcagacc tgagtgaaca gaaggaaaga gcattttacc gatggtatca actgcttggg 
60 

aaatcctccg attggcaaga aaggctttga tttcctcttt tatcacactg ctgtccctcc 
120 

tcattaattc ttccacttta tcatttacat ctaggtcctc ttctgaggct tcaaaactgt 
180 

atgacctctg acccatgctg tttgcatgga agcgagttgg tgacatcttt ccattggatg 
240 

tagataatcg ctcattattc tccctcccat tttgattggt agtgcaaggc tgtggggaag 
300 

tatcataact gttgctaggt gacggggaca ttcccgaatg ctgcgtctgt gtggaagctg 
360 

tagctgtaga ggaagatgct gggacattgt tagtn 
395 

<210> 4154 
<211> 110 
<212> PRT 

<213> Homo sapiens 
<400> 4154 

Met Ser Pro Ser Pro Ser Asn Ser Tyr Asp Thr Ser Pro Gin Pro Cys 

1 5 10 15 

Thr Thr Asn Gin Asn Gly Arg Glu Asn Asn Glu Arg Leu Ser Thr Ser 

20 25 30 

Asn Gly Lys Met Ser Pro Thr Arg Phe His Ala Asn Ser Met Gly Gin 

35 . 40 45 

Arg Ser Tyr Ser Phe Glu Ala Ser Glu Glu Asp Leu Asp Val Asn Asp 

50 55 60 

Lys Val Glu Glu Leu Met Arg Arg Asp Ser Ser Val lie Lys Glu Glu 
65 70 75 80 

lie Lys Ala Phe Leu Ala Asn Arg Arg lie Ser Gin Ala Val Asp Thr 

85 90 95 

lie Gly Lys Met Leu Phe Pro Ser Val His Ser Gly Leu lie 
100 105 110 
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gagaagcacc tcacggctcc tacccgcact catcgcggac agtgcctgca gcgggagcgg 
120 

cgcgagcacc ctccccagat gaaaacacca gcaccaggag gtgggccgta gcccaggctg 
180 

agggaggagg ctgggggctg gggctcaggg ccccccccgg gccacagcgc caccctgagt 
240 

ggccctgaaa atagtgcaca gtgctgggta ctgccccggc tggaggcacc tagttgttga 
300 

gcattccggc cacaggccac ccgctggccc ttccttggtg tggcacgaga ccacgggcac 
360 

ttgcaggagc tccctgcatg ctgttttgtg ctttggtctc agggagcacc ctcctacctc 
420 

ggggtcccag agtgggcagc cgggcaggtg tgaacagtgt gacaagggta ccgtggggca 
480 

cctggtagtg ccaacccaga ggggcagccg gtgctcctgg tggtgtggca gcaacagtta 
540 

caaactcacc ccaagfccaa accccagaaa tcctgtttct ctggccctcc gggtccagaa 
600 

tgccctgcac tgcctcctgg cctcaggggc tgctgcggtg gtgggaaggc tgcccagcag 
660 

tgaggaaggc gagtgcaggg gctgcggccg cggtcagaga aggagagaca ccagcagagg 
720 

acgcgaagct ggaccggcca ggttcagagc ccgcctcggt tgctcccaat cagaatctgc 
780 

tttgtgctcc acggcctcca agcactttca tgagcgttct gctcctacgt ggccaggtcc 
840 

taccttccct gacggctctg gccaggccag ctcggtttcc ctctaaccca tgaggcctgg 
900 

gggggctgtg acagaggctg gaaccgcggc cagagcccag gggcaggccc gcctggtcac 
960 

agcaggatga ggctggggtg gcgcagctgc cggtacacct gtagcagcct ctgggcggtg 
1020 

gcacaggagc tggcctcatc ctccgtgcag agccggtcgc gcagggtctg cacctcccgc 
1080 

agcagtgtct cgtggttggc gtggatctgg cggaggtact gcacacggag atcaggagcg 
1140 

ctggagccct gggcggcctg ctctgtcacc atcgtctgca tgcgcccgac aacggcatgg 
1200 

tgcgccctgc aaatgtcggc cagagaggag ctttccactt gaatctccac ggcctggatg 
1260 

gcgctgctgg gcacaggtcg gtcatggcca cctctcggac gatgaggtga acgttggcgc 
1320 

catcaggggc cactccctgg atggaagata gtgctcgggc cctcacgacg tc 
1372 



<210> 4152 
<211> 97 
<212> PRT 

<213> Homo sapiens 
<400> 4152 

" Met Pro Cys Thr Ala Ser Trp Pro Gin Gly Leu Leu Arg Trp Trp Glu 
1 5 10 15 

Gly Cys Pro Ala Val Arg Lys Ala Ser Ala Gly Ala Ala Ala Ala Val 
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ccgcctgccc cagtgtgggg ggagatacct 
1140 

ccataaggaa ttccagacca atatttcttc 
1200 

ctaaatatat gtatatgctg tgtcatactc 
1260 

cctggtttgt aaaaaaaaaa aaaaaatttg 
1320 

ttctttattg ctcatttttt aaaaaatgga 
1380 

atttggaaaa aaaaaa 
1396 



ttaccatgaa cttacagaat taaagatggc 

ctgcggttta ttctatgttt tatatattat 

ataatctgga aatgaataaa gtgatatatt 

ctataaaatg agaagtctca ctgatagagg 

ctcttgaaat ctgttaaaat aaaattgtac 



<210> 4150 

<211> 193 

<212> PRT 

<213> Homo sapiens 

<400> 4150 

Met Phe Lys Asn Thr Phe Gin Ser Gly Phe Leu Ser- lie Leu Tyr Ser 

1 5 10 15 

lie Gly Ser Lys Pro Leu Gin lie Trp Asp Lys Lys Val Arg Asn Gly 

20 25 30 

His lie Lys Arg lie Thr Asp Asn Asp He Gin Ser Leu Val Leu Glu 

-35 40 45 

He Glu Gly Thr Asn Val Ser Thr Thr Tyr He Thr Cys Pro Ala Asp 

50 55 60 

Pro Lys Lys Thr Leu Gly He Lys Leu Pro Phe Leu Val Met He He 
65 70 75 , 80 

Lys Asn Leu Lys Lys Tyr Phe Thr Phe Glu Val Gin Val Leu Asp Asp 

85 90 95 

Lys Asn Val Arg Arg Arg Phe Arg Ala Ser Asn Tyr Gin Ser Thr Thr 

100 105 110 

Arg Val Lys Pro Phe He Cys Thr Met Pro Met Arg Leu Asp Asp Gly 

115 120 125 

Trp Asn Gin He Gin Phe Asn Leu Leu Asp Phe Thr Arg Arg Ala Tyr 

130 135 140 

Gly Thr Asn Tyr He Glu Thr Leu Arg Val Gin He His Ala Asn Cys 
145 150 155 160 

Arg He Arg Arg Val Tyr Phe Ser Asp Arg Leu Tyr. Ser Glu Asp Glu 

165 170 , 175 

Leu Pro Ala Glu Phe Lys Leu Tyr Leu Pro Val Gin Asn Lys Ala Lys 
180 - 185 190 

Gin 



<210> 4151 

<211> 1372 

<212> DNA 

<213> Homo sapiens 

<400> 4151 

ttatattttt tttttttttt tttttttttt cacggacaga cagggtcgtt tgtcacagca 
60 
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610 615 620 

Leu Leu Glu His Leu Gin Glu Met Arg Glu Glu Lys Lys Arg lie Arg 
625 630 635 640 

Lys Lys Leu Arg Asp Phe Glu Asp Asn Phe Phe Arg Gin Asn Gly Arg 

645 650 655 

Asn Val Gin Lys Glu Asp Arg Thr Pro Met Ala Glu Glu Tyr Ser Glu 

660 665 670 

Tyr Lys His lie Lys Ala Lys Leu Arg Leu Leu Glu Val Leu lie Ser 

675 680 . 685 

Lys Arg Asp Thr Asp Ser Lys Ser Met 
690 695 

<210> 4149 
<211> 1396 
<212> DNA 

<213> Homo sapiens 
<400> 4149 

nacaggggaa ataccgcggc gccggtagtt gctgtggttt ccgttctgag ctcgcagctt 
60 

aggagctgaa gatcgcggac ttagcgttgc cgcgtccgag tccggccatc agtggctgca 
120 

gatccggagg ccaggagctc aaccaccctt cttcggaaca gggccggcct gctgctgtgc 
180 

cctcgacgct cggtgcctgt atctactccg gggcctaggt cggctccggg ggcggcttag 
240 

gagaaggccg ccggcgagat gttcaaaaac acgttccaga gcggcttcct ctccatcctc 
300 

tacagcatcg gcagcaagcc tctgcaaatc tgggacaaaa aggtacggaa tggccacatc 
360 

aaaagaatca ctgataatga catccagtcc ctggtgctag agattgaagg gacaaatgta 
420 

agcaccacat atatcacatg ccctgcagac cccaagaaga cgctgggaat taaacttcct 
480 

ttccttgtca tgattatcaa aaacctgaag aagtatttta ccttcgaagt gcaggtacta 
54 0 

gatgacaaga atgtgcgtcg tcgctttcgg gcaagtaact accagagcac cacccgggtc 
600 

aaacccttca tctgcaccat gcccatgcgg ctggatgacg gctggaacca gattcagttc 
660 

aacttgctag acttcacacg gcgagcatac ggcaccaatt acatcgagac cctcagagtg 
720 

cagatccatg caaattgtcg catccgacgg gtttacttct cagacagact ctactcagaa 
780 

gatgagctgc cggcagagtt caaactgtat ctcccagttc agaacaaggc aaagcaataa 
840 

ctggaattgt gactcgaggg atagacccct ggatgtgact cttcttttta aaaggaaact 
900 

atgtggagga cgatgcaaaa acatatttat cttagtttgc tctgctgtag ttctgttatt 
960 

tatacttggt gttgcttgtc atggacaccg gtgaacatgc cgtaactctg tgactgcatt 
1020 

gtaagtgcag tgggggtaag cagtcctgtg agtggcgcat gaacgctgga gcttattccg 
1080 



3336 



WO 00/58473 



PCT/US00/08621 



180 185 . 190 

Gly Gly His Thr Gin His Phe Glu Ser Pro Thr Met Lys lie Gin Glu 

195 200 205 

His Pro Ser Leu Ser Asp Thr Lys Gin Gin Arg Asn Gin Asp Ala Gly 

210 215 220 

Asp Gin Glu Glu Ser Phe Val Ser Glu Val Pro Gin Ser Asp Leu Thr 
225 230 235 240 

Ala Leu Cys Asp Glu Lys Asn Trp Glu Glu Pro He Pro Ala Phe Ser 

245 250 255 

Ser Trp Gin Arg Glu Asn Ser Asp Ser Asp Glu Ala. His Leu Ser Pro 

260 265 270 

Gin Ala Gly Arg Leu He Arg Gin Leu Leu Asp Glu Asp Ser Asp Pro 

275 280 285 

Met Leu Ser Pro Arg Phe Tyr Ala Tyr Gly Gin Ser Arg Gin Tyr Leu 

290 295 300 

Asp Asp Thr Glu Val Pro Pro Ser Pro Pro Asn Ser His Ser Phe Met 
305 310 315 320 

Arg Arg Arg Ser Ser Ser Leu Gly Ser Tyr Asp Asp Glu Gin Glu Asp 

325 330 335 

Leu Thr Pro Ala Gin Leu Thr Arg Arg He Gin Ser Leu Lys Lys Lys 

340 345 350 

He Arg Lys Phe Glu Asp Arg Phe Glu Glu Glu Lys Lys Tyr Arg Pro 

355 360 365 

Ser His Ser Asp Lys Ala Ala Asn Pro Glu Val Leu Lys Trp Thr Asn 

370 375 380 

Asp Leu Ala Lys Phe Arg Arg Gin Leu Lys Glu Ser Lys Leu Lys He 
385 390 395 400 

Ser Glu Glu Asp Leu Thr Pro Arg Met Arg Gin Arg Ser Asn Thr Leu 

405 " 410 415 

Pro Lys Ser Phe Gly Ser Gin Leu Glu Lys Glu Asp Glu Lys Lys Gin 

420 425 430 

Glu Leu Val Asp Lys Ala He Lys Pro Ser Val Glu Ala Thr Leu Glu 

435 440 445 

Ser He Gin Arg Lys Leu Gin Glu Lys Arg Ala Glu Ser Ser Arg Pro 

450 455 460 

Glu Asp He Lys Asp Met Thr Lys Asp Gin lie Ala Asn Glu Lys Val 
465 470 475 480 

Ala Leu Gin Lys Ala Leu Leu Tyr Tyr Glu Ser He His Gly Arg Pro 

485 490 495 

Val Thr Lys Asn Glu Arg Gin Val Met Lys Pro Leu Tyr Asp Arg Tyr 

500 505 510 

Arg Leu Val Lys Gin He Leu Ser Arg Ala Asn Thr He Pro He He 

515 520 525 

Gly Ser Pro Ser Ser Lys Arg Arg Ser Pro Leu Leu Gin Pro He lie 

530 535 540 

Glu Gly Glu Thr Ala Ser Phe Phe Lys Glu He Lys Glu Glu Glu Glu 
545 550 555 560 

Gly Ser Glu Asp Asp Ser Asn Val Lys Pro Asp Phe Met Val Thr Leu 

565 570 575 

Lys Thr Asp Phe Ser Ala Arg Cys Phe Leu Asp Gin Phe Glu Asp Asp 

580 585 590 

Ala Asp Gly Phe He Ser Pro Met Asp Asp Lys He Pro Ser Lys Cys 

595 600 60S 

Ser Gin Asp Thr Gly Leu Ser Asn Leu His Ala Ala Ser He Pro Glu 
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attgtgtttt tttaaaaata catgtctagt etgtccttta atagctctct taaataagct 
atgatattaa tc-g.tc.tt accagttagc ttttaaagca catttgttta agactatgtt 
"tggaaaaa tacgctacag aatttttttt taagctacaa ataaatgaga tgctactaat 
'tgttttggaa tctgttgttt ctgccaaagg taaattaact aaagatttat tcaggaatcc 
"^tttgaat ttgtatgatt caataaaaga aaacaccaag taagttatat aaaataaatt 
gtgtatgaga tgttgtgttt tcctttgtaa tttccactaa ctaactaact aacttatatt 
cttcatggaa tggagcccag aagaaatgag aggaagccct tttcacacta gatcttattt 
gaagaaatgt ttgttagtca gtcagtcagt ggtttctggc tctgccgagg gagatgtgtt 
ccccagcaac catttctgca gcccagaatc tcaaggcact agaggcggtg tcttaattaa 
Ttggcttcac aaagacaaaa tgctctggac tgggattttt cctttgctgt gttgggaata 
tgtgtttatt aattagcaca tgccaacaaa ataaatgtca agagttattt cataagtgta 
4860 

agtaaactta agaatcnaag agtgccgact ta 
4892 

<210> 4148 
<211> 697 
<212> PRT 

<213> Homo sapiens 

Met^la'cys Glu lie Met Pro Leu Oln Ser Ser Gin Gl» Asp Glu Arg 
Pro Leu Ser Pro Phe Tyr Leu Ser Ala His Val Pro Gin Val Ser Asa 

20 

Val Ser Ala Thr Gly Glu Leu Leu Glu Arg Thr lie Arg Ser Ala Val 
Glu Gin His Leu Phe Asp Val Asn Asn Ser Gly Gly Gin Ser Ser Glu 

c c 60 



As p Ser Glu Ser Gly Thr Leu Ser Ala Ser Ser Ala Thr Ser Ala Arg 

70 

Gin Arg Arg Arg Gin Ser Lys Glu Gin Asp Glu Val Arg His Gly Arg 

85 ^ 
As p Lys Gly Leu He Asn Lys Glu Asn Thr Pro Ser Gly Phe Asn Hi. 

100 105 
Leu Asp Asp Cys lie Leu Asn Thr Gin Glu Val Glu Lys Val His Lys 

Asn Thr Pne Gly Cys Ala Gly Glu Arg Ser Lys Pro Lys Arg Gin Lys 

135 X4U 
Ser III Thr Lys teu Ser Glu Leu His Asp Asn Gin Asp Gly Leu Val 

150 155 

r s n Met Glu ser Leu Asn Ser Thr Arg Ser His Glu Arg Thr Gly Pro 

165 170 
Asp Asp Phe Glu Trp Met Ser Asp Glu Arg Lys Gly Asn Glu Lys Asp 
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gcacacacac acacagtagt ggagctttcc taacactagc agagattaat cactacatta 
2640 

gacaacactc atctacagag aatatacact gttcttccct ggataactga gaaacaagag 
2700 

accattctct gtctaactgt gataaaaaca agctcaggac tttattctat agagcaaact 
2760 

tgctgtggag ggccatgctc tccttggacc cagttaactg caaacgtgca . ttggagccct 
2820 

atttgctgcc gctgccattc tagtgacctt tccacagagc tgcgccttcc tcacgtgtgt 
2880 

gaaaggtttt ccccttcagc cctcaggtag atggaagctg catctgccca cgatggcagt 
2940 

gcagtcatca tcttcaggat gtttcttcag gacttcctca gctgacaagg aattttggtc 
3000 

cctgcctagg accgggtcat ctgcagagga cagagagatg gtaagcagct gtatgaatgc 
3060 

tgattttaaa accaggtcat gggagaagag cctggagatt ctttcctgaa cactgactgc 
3120 

acttaccagt ctgattttat cgtcaaacac caagccaggc tagcatgctc atggcaatct 
3180 

gtttggggct gttttgttgt ggcactagcc aaacataaag gggcttaagt cagcctgcat 
3240 

acagaggatc ggggagagaa ggggcctgtg ttctcagcct cctgagtact taccagagtt 
3300 

taattttttt aaaaaaaatc tgcactaaaa tccccaaact gacaggtaaa tgtagccctc 
3360 

agagctcagc ccaaggcaga atctaaatca cactattttc gagatcatgt ataaaaagaa 
3420 

aaaaaagaag tcatgctgtg tggccaatta taattttttt caaagacttt gtcacaaaac 
3480 

tgtctatatt agacattttg gagggaccag gaaatgtaag acaccaaatc ctccatctct 
3540 

tcagtgtgcc tgatgtcacc tcatgatttg ctgttacttt tttaactcct gcgccaagga 
3600 

cagtgggttc tgtgtccacc tttgtgcttt gcgaggccga gcccaggcat ctgctcgcct 
3660 

gccacggctg accagagaag gtgcttcagg agctctgcct tagacgacgt gttacagtat 
3720 

gaacacacag cagaggcacc ctcgtatgtt ttgaaagttg ccttctgaaa gggcacagtt 
3780 

ttaaggaaaa gaaaaagaat gtaaaactat actgacccgt tttcagtttt aaagggtcgt 
3840 

gagaaactgg ctggtccaat gggatttaca gcaacatttt ccattgctga agtgaggtag 
3900 

cagctctctt ctgtcagctg aatgttaagg atggggaaaa agaatgcctt taagtttgct 
3960 

cttaatcgta tggaagcttg agctatgtgt tggaagtgcc ctggttttaa tccatacaca 
4020 

aagacggtac ataatcctac aggtttaaat gtacataaaa atatagtttg gaattctttg 
4080 

ctctactgtt tacattgcag attgctataa tttcaaggag tgagattata aataaaatga 
4140 

tgcactttag gatgtttcct atttttgaaa tctgaacatg aatcattcac atgaccaaaa 
4200 
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gaaaagaact gggaagagcc tatccctgct 
1020 

tctgatgaag cccacctctc gccgcaggct 
1080 

gacagcgacc ccatgctctc tcctcggttc 
1140 

gatgacacag aagtgcctcc ttccccacca 
1200 

tcctctctgg ggtcctatga tgatgagcaa 
1260 

aggattcaga gccttaaaaa gaagatccgg 
1320 

aagtacagac cttcccacag tgacaaagca 
1380 

gaccttgcca aattccggag acaacttaaa 
1440 

ctaactccca ggatgcggca gcgaagcaac 
1500 

gagaaagaag atgagaagaa gcaagagctg 
1560 

gccacattgg aatctattca gaggaagctc 
1620 

gaggacatta aggatatgac caaagaccag 
1680 

gctctgttat attatgaaag cattcatgga 
1740 

atgaagccac tatacgacag gtaccggctg 
1800 

atacccatca ttggttcccc ctccagcaag 
1860 

.gagggcgaaa ctgcttcctt cttcaaggag 
1920 

gatagcaatg tgaagccaga cttcatggtc 
1980 

tttctggacc aattcgaaga tgacgctgat 
2040 

ccatcaaaat gcagccagga cacagggctt 
2100 

ctcctggaac acctccagga aatgagagaa 
2160 

gattttgaag acaacttttt cagacagaat 
2220 

cctatggctg aagaatacag tgaatataag 
2280 

gtgctcatca gcaagagaga cactgattcc 
2340 

gggggctggc agctgcggtg agagtttact 
2400 

agccttgggg ctggccctgc aaagcatgca 
2460 

gctcctgttt ccattgcctg ccttagaaac 
2520 

aggcattttg taattggaaa gtcaagactg 
2580 



ttctcctcct ggcagcggga gaacagtgac 
gggcgcctga tccgtcagct gctggacgaa 
tacgcttatg ggcagagcag gcaatacctg 
aactcccatt ctttcatgag gcggcgaagc 
gaggacctga cacctgccca gctcacacga 
aagtttgaag atagattcga agaagagaag 
gccaatccgg aggttctgaa atggacaaat 
gaatcaaaac taaagatatc tgaagaggac 
acactcccca agagttttgg ttcccaactt 
gtggataaag caataaagcc cagtgttgaa 
caggagaagc gagcggaaag cagccgccct 
attgctaatg agaaagtggc tctgcagaaa 
cggccggtaa caaagaacga acggcaggtg 
gtcaaacaga tcctctcccg agctaacacc 
cggagaagcc ctttgctgca gccaattatc 
ataaaggaag aagaggaggg gtcagaagac 
actctgaaaa ccgatttcag tgcacgatgc 
ggatttattt ccccaatgga tgataaaata 
tcaaatctcc atgctgcctc aatacctgaa 
gaaaagaaaa ggattcgaaa gaaacttcgg 
ggaagaaatg tccagaagga agaccgcact 
cacataaagg cgaaactgag gctcctggag 
aagtccatgt gaggggcatg gccaagcaca 
gtccccagag aaagtgcagc tctggaaggc 
gcccttctgc ctctagacca tttggcatcg 
tggctggaag aagacaatgt gacctgactt 
cagtatgtgc acatgcgcac gcgcatgcac 
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20 25 30 

Trp Ser Gly Pro Ser Pro Glu Gly Pro Val Pro Leu Thr Gly Glu Glu 

35 40 45 

Leu Asp Leu Arg Leu lie Arg Thr Lys Gly Gly Val Asp Ala Ala Leu 

50 55 60 

Glu Tyr Ala Lys Thr Trp Ser Arg Tyr Ala Lys Glu Leu Leu Ala Trp 
65 70 75 ' 80 

Thr Glu Lys Arg Ala Ser Tyr Glu Leu Glu Phe Ala Lys Ser Thr Met 

85 90 95 

Lys He Ala Glu Ala Gly Lys Val Ser He Gin Gin Gin Ser His Met 

100 105 HO 

Pro Leu Gin Tyr He Tyr Thr Leu Phe Leu Glu His Asp Leu Ser Leu 

115 120 125 

Gly Thr Leu Ala Met 
130 

<210> 4147 

<211> 4892 

<212> DNA 

<213> Homo sapiens 



<400> 4147 

nnaaatgtag agaagcagcc 
60 

cagcagtaga ctggccaact 
120 

tgcccccaac ccagcttagc 
180 

ccgtggaaga gacagttgtg 
240 

atcatgcctc tgcaaagttc 
300 

gctcatgtac cccaagtcag 
360 • 

cgatcagctg tagaacaaca 
420 

gactcagaat ctggaacact 
480 

cagtccaagg agcaggatga 
540 

aatactcctt ctgggttcaa 
600 

aaggtacaca aaaatacttt 
660 

tccagtacta ,aactttctga 
720 

ctcaattcca cacgatctca 
780 

gaaaggaaag gaaatgaaaa 
840 

aagatccagg agcatcccag 
900 

gaccaggagg agagctttgt 
960 



gataaaatag cattgcctga 
gcagagcaag ttgtttctcc 
cactgtaaga agacgttcac 
agattccctt gcaaatttac 
acaggaagat gaaagacctc 
caatgtgtct gcaaccggag 
tctttttgat gttaataact 
atcagcatct tctgccacat 
agttcgacat gggagagaca 
ccaccttgat gattgtattt 
tggttgtgct ggagaaagga 
gcttcatgac aatcaggacg 
tgagagaact ggacctgatg 
agatggtgga cacactcagc 
cctatctgac accaaacagc 
ctccgaagtg ccccagtcgg 



agaagtttgg aggctgagag 
agccgtgcgg tgcagcctca 
tgtacagacg accaaacttg 
atacgagaat ggcttgtgaa 
tgtcaccttt ctatttgagt 
aactcttaga aagaaccatc 
ctggaggtca aagttcagag 
ctgccagaca gcgccgccgc 
agggacttat caacaaagaa 
tgaatactca ggaagtcgaa 
gcaagcctaa acgtcagaaa 
gtcttgtgaa tatggaaagt 
attttgaatg gatgtctgat 
attttgagag ccccacaatg 
agagaaatca agatgccggt 
acctgactgc attgtgtgat 
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50 55 60 

Gin Arg Leu Arg Asp Ala Phe Pro Glu Asp Arg Ser Glu Leu Ala Gin 
65 .70 75' 80 

Gly Pro Leu Arg Gin Gly Leu Val Ala lie Lys Glu Ala His Asp lie 

85 90 95 

Glu Thr Arg Leu Asn Glu Val Glu Lys Leu Leu Lys Thr lie lie Ser 

100 105 110 

Met Pro Cys Lys Tyr Ser Arg Ser Glu Val Val Leu Thr Phe Phe Glu 

115 120 125 

Arg Ser Pro Leu Asp Gin Val Leu Lys Asn Asp Asn Val His Lys lie 

130 135 140 

Gin Pro Ser Phe Gin Ser Pro Val Lys lie Ser Glu lie Met Arg Ser 
145 150 ' 155 160 

Asn Gly. Phe Cys Leu Ala Asn Thr Glu Thr lie Val lie Asp His Ser 

165 17.0 175 

lie Pro Asn Gly Arg Asp Gin Gin Leu Gly Val Asp Pro Thr Glu His 

180 185 190 

Leu Phe Glu Asn Gly Ser Glu Phe Pro Ser Glu Leu Glu Asp Gly Asp 

_ 195 200 205 

Asp Pro Ala Ala Tyr Val Thr Asn Leu Ser Tyr Tyr His Leu Val Pro 

210 215 220 

Phe Glu Thr Asp lie Trp Asp 
225 . 230 

<210> 4145 
<211> 400 
<212> DNA 

<213> Homo sapiens 
<400> 4145 

nnaacccttg agatgctggc tggagaccct ctactctcag aagacccaga acctgacaag 
60 

acccctgcag ccactgttac caacgaagcc agctgttgga gcggcccctc cccagagggt 

120 " " 

cctgtacccc tcacagggga ggaactggac ttgcggctca ttcggacaaa ggggggtgtg 
180 

gacgcagccc tggaatatgc caagacctgg agccgctatg ccaaggaact gcttgcctgg 
240 

actgaaaaga gagccagcta tgagctggag tttgctaaga gcaccatgaa gatcgctgaa 
300 

gctggcaagg tgtccattca acagcagagc cacatgcctc tgcagtacat ctacaccctg 
360 

tttctggagc acgatctcag cctgggaacc ctggccatgg 
400 

<210> 4146 
<211> 133 
<212> PRT 

<213> Homo sapiens 
<400> 4146 

Xaa Thr Leu Glu Met Leu Ala Gly Asp Pro Leu Leu Ser Glu Asp Pro 

1 5 10 15 

Glu Pro Asp Lys Thr Pro Ala Ala Thr Val Thr Asn Glu Ala Ser Cys . 
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tgccgtggga gggaatggtg gggagtcagg gtggctgggg ggcactaggc cacttcacca 
660 - 

agagggatgc acctcccagg aagcagtagc agtgagagcg agccccacag gaactgtccc 
720 

tgccctggca gtgcgcaccc tgtgggcacc aagcagggag tgaagaccct cagaacacag 
780 

ccctgtctcc ggctgtgacc tcagcttgct ggagactctg cggtcagcct ggcccactag 
840 

gagcccctgc tgctccactt gcaggacacc caggcctcct ggcgtcagtg gggcctggga 
900 

cgtctgggag ttccagagct gggtcagcag ctgtgaccat gggggccagc acagtggaca 
960 

gcatcagagc tggcagtgaa cagctgaggc gggggaggcc tgatagagag gttcagtccc 
1020 

aaatgtctgt ctcgaagggg accaggtggt aatatgacag gttggtgacg taggctgctg 
1080 

ggtcgtcccc gtcctccagc tctgagggaa actcactgcc attctcaaat aaatgctctg 
1140 

ttgggtccac gcccagctgc tggtctcttc catttggtat actgtggtca ataactattg 
1200 

tttcggtatt tgctaaacaa aatccattgg acctcatgat ttctgatatt ttgactggac 
1260 

tttgaaagct gggttgaatt ttatgcacat tatcattttt taacacctga tccagaggag 
1320 

atctttcgaa gaaggtgagc acaacttccg atctagaata tttacagggc atgcttatga 
1380 

tcgtcttcag cagcttctcc acctcattaa gcctggtctc tatgtcgtgg gcttccttta 
1440 

tggcaaccag tccttgccgc agcggcccct gcgccagttc ggaccggtcc tcgggaaagg 
1500 

cgtcgcgcag gcgctgccac aggcggccca ggtccgccag gctgcggtgc aggtagagca 
1560 

cgctgcggtc cgaccactcc gtgcggatct cgaagaactc ctcttcgtcg ccgcgccggc 
1620 

tgacgatgag cctgcggatg ccgttcaccc agcagccgcg cacgaacatg ttcacgagcg 
1680 

acgtgccctc aaacaccgcc gaggccatgt cgcacgcatg cccccgccaa gggctcccca 
1740 

gccccgccgc ccgcccgccc gcaggaggcg cgc 
1773 

<210> 4144 

<211> 231 

<212> PRT 

<213> Homo sapiens 

<400> 4144 

Met Ala Ser Ala Val Phe Glu Gly Thr Ser Leu Val Asn Met Phe Val 

15 10 15 

Arg Gly Cys Trp Val Asn Gly He Arg Arg Leu lie Val Ser Arg Arg 

20 25 30 

Gly Asp Glu Glu Glu Phe Phe Glu He Arg Thr Glu Trp Ser Asp Arg 

35 40 45 

Ser Val Leu Tyr Leu His Arg Ser Leu Ala Asp Leu Gly Arg Leu Trp 
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100 105 HO 

Ser Gin Glu Thr Gly Pro Thr Leu Pro Arg Gin Asn Ser Gin Leu Pro 

115 120 125 

Ala Gin Val Gin Asn Gly Pro Ser Gin Glu Glu Leu Glu lie Gin Arg 

130 135 140 

Arg Gin Leu Gin Glu Gin Gin Arg Gin Lys Glu Leu Glu Arg Glu Arg 
145 150 155 160 

Leu Glu Arg Glu Arg Met Glu Arg Glu Arg Leu Glu Arg Glu Arg Leu 

165 170 175 

Glu Arg Glu Arg Leu Glu Arg Glu Arg Leu Glu Gin Glu Gin Leu Glu 

180 185 190 

Arg Glu Arg Gin Glu Arg Glu Arg Gin Glu Arg Leu Glu Arg Gin Glu 

195 " 200 205 

Arg Leu Glu Arg Gin Glu Arg Leu Glu Arg Gin Glu Arg Leu Asp Arg 

210 215 . 220 

Glu Arg Glu Arg Gin Glu Arg Glu Arg Leu Glu Arg Leu Glu Arg Glu 
225 230 235 240 

Arg Gin Glu Arg Glu Arg Gin Glu Gin Leu Glu Arg Glu Gin Leu Glu 

245 250 255 

Trp Glu Arg Glu Arg Arg lie Ser Ser Ala Ala Ala Pro Ala Ser Val 

260 265 270 

Glu Thr Pro Leu Asn Ser Val Leu Gly Asp Ser Ser Ala Ser Glu Pro 

275 280 285 

Gly Leu Gin Ala Ala Ser Gin Pro Ala Glu Thr Pro Ser Gin Gin Gly 

290 295 300 

lie Val Leu Gly Pro Leu Ala 
305 310 

<210> 4143 
<211> 1773 
<212> DNA 

<213> Homo sapiens 
<400> 4143 

tttttgacag atcaaagtag agtcatagat tttatttaat taaaatagat taaaaacaga 
60 

ctgtgtaaaa gaattagaat tctcaataat ttactattat ttacattagc aaatgtcggt 
120 

cgttagtaga cactgagcag agaagcttga agaacgggga tcctctcctg tgggcagggg 
180 

agccccagct tccctcgtga ttcccgtcct ttcaagttca ttatggcagc tctgtcaatg 
240 

agcaccccag ggtggtgtgg ccgcagcacc aggacccgcg ctgaaggccc agagacctgg 
300 

caggccggga agaaattcct ttcctttggg aagaaccacc aacgctcagt ccaagctcac 
360 

acggttatct agtcggcaat gccttccctg ccctgcagcc aatacccccc actgtgctgg 
420 

gccttctgca aatactcctg gggttgaccc aaacccagtt tccagataaa agataaaaag 
480 

aaaaaaaaaa aggccacata tcccagttct cagagaaatc ctggattact aaacatcccc 
540 

tgcctgtggc acctggaatg ggtgacttgt caaaatctcc ctcaagacgt tttgtgcgtt 
600 
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gacccccccc tcggctcggc gccttctgcg tctcccggct ggtggggaag cctctgcgcc 
240 

gccggcacca tgagtgaaca gagtatctgt caggcaagag ctgctgtgat ggtttatgat 
300 ' 

gatgccaata agaagtgggt gccagctggt ggctcaactg gattcagcag agttcatatc 
360 

tatcaccata caggcaacaa cacattcaga gtggtgggca ggaagattca ggaccatcag 
420 

gtcgtgataa actgtgccat tcctaaaggg ttgaagtaca atcaagctac acagaccttc 
480 

caccagtggc gagatgctag acaggtgtat ggtctcaact ttggcagcaa agaggatgcc 
540 

aatgtcttcg caagtgccat gatgcatgcc ttagaagtgt taaattcaca ggaaacaggg 
600 

ccaacattgc ctagacaaaa ctcacaacta cctgctcaag ttcaaaatgg cccatcccaa 
660 

gaagaattgg aaattcaaag aagacaacta caagaacagc aacggcaaaa ggagctggag 
720 

cgggaaaggc tggagcgaga aagaatggaa agagaaaggt tggagagaga gaggttagaa 
780 

agggaaaggc tggagaggga gcgactggaa caagaacagc tggagagaga gagacaagaa 
840 

cgggaacggc aggaacgcct ggagcggcag gaacgcctgg agcggcagga acgcctggag 
900 

cggcaggaac gcctggatcg ggagagggaa agacaagaac gagagaggct ggagagactg 
960 

gaacgggaga ggcaagaaag ggagcgacaa gagcagttag aaagggaaca gctggaatgg 
1020 

gagagagagc gcagaatatc aagtgctgct gcccctgcct ctgttgagac tcctctaaac 
1080 

tctgtgctgg gagactcttc tgcttctgag ccaggcttgc aggcagcctc tcagccggcc 
1140 

gagactccat cccaacaggg cattgtcttg ggaccacttg ca 
1182 

<210> 4142 

<211> 311 

<212> PRT 

<213> Homo sapiens 

<400> 4142 

Met Ser Glu Gin Ser He Cys Gin ( Ala Arg Ala Ala Val Met Val Tyr 

15 10 15 

Asp Asp Ala Asn Lys Lys Trp Val Pro Ala Gly Gly Ser Thr Gly Phe 

20 25 30 

Ser Arg Val His He Tyr His His Thr Gly Asn Asn Thr Phe Arg Val 

35 40 45 

Val Gly Arg Lys He Gin Asp His Gin Val Val He Asn Cys Ala He 

50 55 60 

Pro Lys Gly Leu Lys Tyr Asn Gin Ala Thr Gin Thr Phe His Gin Trp 
65 70 75 80 

Arg Asp Ala Arg Gin Val Tyr Gly Leu Asn Phe Gly Ser Lys Glu Asp 

85 90 95 

Ala Asn Val Phe Ala Ser Ala Met Met His Ala Leu Glu Val Leu Asn 
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340 345 350 

Ser 



<210> 4139 
<211> 431 
<212> DNA 

<213> Homo sapiens, 
<400> 4139 

acgcgtgtcc cccgcccctc gcagaggact gtctcccgct cagggcctct ctgcctcccc 
60 

gagtccaggg ccctcctgag cgccagcccg gaggtggttg tcgcagtggg attccctggg 
120 

ggtaagtgtc ctgttcctgt gcgcgtgccc tgagccccgc ctgggtccta ggccacccac 
180 

cgacactgcc ccccacacag ccgggaagtc cacctttctc aagaagcacc tcgtgtcggc 
24 0. 

cggatatgtc cacgtgaaca gggtatgacc aggcttttgc cgccccaaat ctattataaa 
300 

gttcccatct ccacctctca actggtttgg ggcggctttc ctccatcatt gcctccccgt 
360 

ccccgctcgg ggtctctctc cccctggggt ctgccgatct gtttgtgacc tctcgtgtcc 
420 

ccaggacacg c 
431 

<210> 4140 
<211> 50 
<212> PRT 

<213> Homo sapiens 
<400> 4140 

Thr Arg Val Pro Arg Pro Ser Gin Arg Thr Val Ser Arg Ser Gly Pro 

15 10 15 

Leu Cys Leu Pro Glu Ser Arg Ala Leu Leu Ser Ala Ser Pro Glu Val 

20 25 30 

Val Val Ala Val Gly Phe Pro Gly Gly Lys Cys Pro Val Pro Val Arg 
35 40 45 

Val Pro 
50 

<210> 4141 
<211> 1182 
<212> DNA 

<213> Homo sapiens 
<400> 4141 

nnaccagctc cgcgcctcgg cctctccgcc ccctccccag cctttctctc gccctcttct 
60 

cccacactcc cggccggcgc ctcggctttg tgcgaggaga tggtgtagcc ccctggccgc 
120 

cgaaggagga gccggacact tgtctcccgt ctccgagctg ctccccaccc ctggaggaga 
180 
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ggctaagggg aggagagcat catcactttc cattagctgt attggcttgc aggtcacatt 
2220 

tttactgcca gcattagaca aaaccccaat ccccg 
2255 

<210> 4138 

<211> 353 

<212> PRT 

<213> Homo sapiens 

<400>„4138 

Met Ser Ser Ala Cys Asp Ala Gly Asp His Tyr Pro Leu His Leu Leu 

15 10 15 

Val Trp Lys Asn Asp Tyr Arg Gin Leu Glu Lys Glu Leu Gin Gly Gin 

20 25 30 

Asn Val Glu Ala Val Asp Pro Arg Gly Arg Thr Leu Leu His Leu Ala 

35 40 45 

Val Ser Leu Gly His Leu Glu Ser Ala Arg Val Leu Leu Arg His Lys 

50 55 60 

Ala Asp Val Thr Lys Glu Asn Arg Gin Gly Trp Thr Val Leu His Glu 
65 70 75 80 

Ala Val Ser Thr Gly Asp Pro Glu Met Val Tyr Thr Val Leu Gin His 

85 90 95 

Arg Asp Tyr His Asn Thr Ser Met Ala Leu Glu Gly Val Pro Glu Leu 

100 105 110 

Leu Gin Lys lie Leu Glu Ala Pro Asp Phe Tyr Val Gin Met Lys Trp 

115 120 125' 

Glu Phe Thr Ser Trp Val Pro Leu. Val Ser Arg lie Cys Pro Asn Asp 

130 135 140 

Val Cys Arg He Trp Lys Ser Gly Ala Lys Leu Arg Val Asp He Thr 
145 150 155 160 

Leu Leu Gly Phe Glu Asn Met Ser Trp He Arg Gly Arg Arg Ser Phe 

165 170 175 

He Phe Lys Gly Glu Asp Asn Trp Ala Glu Leu Met Glu Val Asn His 

180 185 190 

Asp Asp Lys Val Val Thr Thr Glu Arg Phe Asp Leu Ser Gin Glu Met 

195 200 205 

Glu Arg Leu Thr Leu Asp Leu Met Lys Pro Lys Ser Arg Glu Val Glu 

210 215 220 

Arg Arg Leu Thr Ser Pro Val He Asn Thr Ser Leu Asp Thr Lys Asn 
225 230 235 240 

He Ala Phe Glu Arg Thr Lys Ser Gly Phe Trp Gly Trp Arg Thr Asp 

245 250 255 

Lys Ala Glu Val Val Asn Gly Tyr Glu Ala Lys Val Tyr Thr Val Asn 

260 265 270 

Asn Val Asn Val lie Thr Lys He Arg Thr Glu His Leu Thr Glu Glu 

275 280 285 

Glu Lys Lys Arg Tyr Lys Ala Asp Arg Asn Pro Leu Glu Ser Leu Leu 

290 295 300 

Gly Thr Val Glu His Gin Phe Gly Ala Gin Gly Asp Leu Thr Thr Glu 
305 310 315 320 

Cys Ala Thr Ala Asn Asn Pro Thr Ala lie Thr Pro Asp Glu Tyr Phe 

325 330 335 

Asn Glu Glu Phe Asp Leu Xaa Arg Gin Gly His Trp Xaa Gly Arg Lys 
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atgaaatggg aattcaccag ctgggtgccc 
600 

tgtcgcatct ggaaaagtgg tgccaaactg 
660 

aacatgagct ggataagagg gaggcgtagt 
720 

gagttaatgg aagtcaacca tgatgacaaa 
780 

caagaaatgg agcgcctcac tctggacttg 
840 

cggctcacaa gccctgtcat taacaccagc 
900 

actaaatccg gattctgggg ctggaggaca 
960 

gcaaaggttt acacagtaaa caatgtgaat 
1020 

accgaggagg aaaaaaagag atataaagca 
1080 

actgtggaac accaatttgg tgcacaaggg 
1140 

aaccccacag ccatcacgcc tgatgagtac 
1200 

ggacattggn aaggccgaaa gagctgacga 
1260 

ggatgtgtga agagtttccc ctctctctgg 
1320 

tggctcgaac gagtgctcat tttgcaagac 
1380 

ctggatttcc tgtcaaaata gaaattccct 
1440 

ttggaaatgt taatggctgt agcactgccg 
1500 

cccaggctga ttcagcttcc cacatcacaa 
1560 

ttcccgaatc ttactatgtt caagacaatg 
1620 

acgagataat gcagtttgcc atccagcaaa 
1680 

tttcaggacc agcttcgaat ggagggatca 
1740 

agagggccat ccaggagagc ctcctcacca 
1800 

gcgagacaag ccgttttgat aatgacttgc 
1860 

tggaggaatg ggagctccgg ctccaggagg 
1920 

tgtcactcac tgacaaatag acctttcagc 
1980 

gggctgtcac agatgctgtg tcaaccaggg 
2040 

catgcagcag gcaacaactg ccccttcttt 
2100 

gcccatccag gctgctccct ggggtggaga 
2160 



ttggtttcta gaatatgccc aaatgatgtc 
cgcgtcgata tcacattgct. gggatttgaa 
tttatattta. agggagaaga caactgggcg 
gtggtcacca ccgaacgctt cgacctttcc 
atgaagccaa aaagcaggga agttgagcgg 
ctcgatacta aaaatattgc ttttgaaaga 
gataaagcag aagttgttaa tggttacgaa 
gtgatcacca aaatacgcac agaacatctg 
gacaggaacc cgctggaatc tttgctggga 
gacctcacca cggaatgtgc tactgcaaac 
ttcaatgaag agtttgatct gnaaagacag 
ttagaacaca gaagtttaaa gcaatgttgt 
tggagcaggt cattcccatc attgacctaa 
tgagagattt catcaaattg gaattcccac 
tgtttcatgt cttaaatgca cggattacat 
aagaatctgt atctcaaaat gtggaaggga 
actttgaggt tgatcaatct. gtgtttgaaa 
gcagaaatgt gcatttgcaa gatgaagatt 
gtctgctgga gtccagcagg agccaggaac 
gccagacaaa cacctatgac gcccagtatg 
gcacagaagg cctgtgcccc agcgccctga 
agctagccat ggagctctct gccaaagagc 
aagaggctga gctccagcaa gtcttacagc 
ctgtgagcct ctgcacaaag cagaggctgt 
ccctagggct aagggcctgc accttgcgtg 
atgcagaggt gcagaaccag ggactcctgg 
agggaccagg gattgcaggc cccatctcca 
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agtggtctat gtcggcctgg acgctttatc tgatacagag gtagctgcag cggtgggcaa 
300 

ctcgatgttc agcgacctgg tgtcagttgc gggtcacatc tataagtttg gcatcgatga 
360 

tggcttgccc ggggccaccg gcggcaag 
388 

<210> 4136 

<211> 123 

<212> PRT 

<213> Homo sapiens 

<400> 4136 

Met Tyr Leu Thr Gin Gin Arg lie Ser Asp Pro Val Met Glu Gly Leu 

1 5 10 15 

Arg Ser Ala Val Arg Tyr Asp Lys Thr Tyr Phe Asp Lys lie Val Ala 

20 25 30 

Ser Leu Leu Pro Leu Leu Glu Lys Leu Thr Thr Gly Arg lie Ala Glu 

35 40 45 

Leu Leu Ser Pro Asp Tyr Met Asp Leu Glu Asp Pro Arg Pro lie Phe 

50 55 60 

Asp Trp Met Gin lie lie Arg Lys Arg Ala Val Val Tyr Val Gly Leu 
65 70 75 80 

Asp Ala Leu Ser Asp Thr Glu Val Ala Ala Ala Val Gly Asn Ser Met • 

85 - 90 95 

Phe Ser Asp Leu Val Ser Val Ala Gly His lie Tyr Lys Phe Gly lie 

100 105 110 

Asp Asp Gly Leu Pro Gly Ala Thr Gly Gly Lys 
115 120 

<210> 4137 

<211> 2255 

<212> DNA 

<213> Homo sapiens 

<400> 4137 

cggacctccc gcgcgccccg cacccgaccg gctcagccgc cggcagcgta acacgcccta 
60 

cgctcgcttg ctcgccggcc tcagggcagg caggcgggcg cgggagaccc cgccggggcc 
120 

gagacttggg gcgggcgacg aggaccaggt tacggcctcc tcgccatgtc ctcggcctgc 
180 

gacgcgggcg accactaccc cctgcacctc ctagtctgga aaaacgacta ccggcagctc 
240 

gagaaggagc tgcagggcca gaatgtggag gctgtggacc cacgaggtcg aacattattg 
300 

catcttgctg tttccttggg acatttggaa tctgctcgag tcttactccg acataaagca 
360 

gatgtgacaa aagaaaatcg ccagggatgg acagttttac atgaggctgt gagcactggc 
420 

gatcctgaga tggtgtacac agttctccaa catcgagact accacaacac atccatggcc 
480 

cttgagggag ttcctgagct gctccaaaaa attctcgagg ctccggattt ctatgtgcag 
540 
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20 25 30 



Gly 


Ala 


Glu 


Asp 


Arg 


Ala 


Val 


Gly Ala 


Gin 


Ala 


Ser 


Val 


Gly 


Ser 


Arg 






35 










40 










45 








Ser 


Glu 


Gly Glu Gly Glu Ala 


Ala 


Ser 


Ala 


Asp 


Asp 


Gly Ser 


Leu 


Asn 














55 










60 










1 ilL. 


Ser 


Gly Ala Gly 


Pro 


Lys 


Ser 


Trp 


Gin 


Val 


Pro 


Pro 


Pro 


Ala 


Pro 


O D 










70 










75 










80 


Glu 


Val 


Gin 


He 


Arg 


Thr 


Pro 


Arg 


val 


Asn 


Cys 


Pro 


Glu 


Lys 


Val 


He 










85 










90 










95 




lie 




Leu 


Asp 


Leu 


Ser 


Glu 


Glu 


Met 


Ser 


Leu 


Pro 


Lys 


Leu 


Glu 


Ser 








100 










105 










110 






rue 


Asn 


Gly Ser Lys 


Thr 


Asn 


Ala 


Leu 


Asn 


val 


Ser 


Gin 


Lys 


Met 


He 






115 










120 










125 








(jIU 


net 


Phe 


Val 


Arg 


Thr 


Lys 


His 


Lys 


He 


Asp 


Lys 


Ser 


His 


Glu 


Phe 




liu 










135 










140 










Ala 


Leu 


Val 


Val 


val 


Asn Asp 


Asp 


Thr 


Ala Trp Leu Ser Gly Leu 


Thr 


14 5 










150 










155 










160 


Ser 


Asp 


Pro 


Arg 


Glu 


Leu 


Cys 


Ser 


Cys 


Leu Tyr Asp 


Leu 


Glu 


Thr 


Ala 










165 










170 










175 




Ser 


• 

Cys 


Ser 


Thr 


Phe 


Asn 


Leu 


Glu Gly 


Leu 


Phe 


Ser 


Leu 


He 


Gin 


Gin 






180 










185 










190 






Lys 


i nr 


Glu 


Leu 


Pro 


Val 


Thr 


Glu 


Asn 


Val 


Gin 


Thr 


He 


Pro 


Pro 


Pro 




195 










200 










205 








Tyr 


vai 


Val 


Arg 


Thr 


He 


Leu 


Val 


Tyr 


Ser 


Arg 


Pro 


Pro 


Cys 


Gin 


Pro 




210 










215 










220 










Gin 


Phe 


Ser 


Leu 


Thr 


Glu 


Pro 


Met 


Lys 


Lys 


Met 


Phe 


Gin 


Cys 


Pro 


Tyr 


225 










230 










235 










240 


Phe 


Phe 


Phe 


Asp 


Val 


Val 


Tyr 


He 


His 


Asn Gly Thr Glu Glu Lys 


Glu 










245 










250 










255 




Glu 


Glu 


Met 


Ser 


Trp Lys 


Asp 


Met 


Phe 


Ala 


Phe 


Met 


Gly 


Ser 


Leu 


Asp 








260 










265 










270 






Thr 


Lys 


Gly Thr 


Ser 


Tyr 


Lys 


Tyr 


Glu 


Val 


Ala 


Leu 


Ala 


Gly 


Pro 


Ala 






275 










280 










285 








Leu 


Glu 


Leu 


His 


Asn 


Cys 


Met 


Ala 


Lys 


Leu 


Leu 


Ala 


His 


Pro 


Leu 


Gin 




290 










295 










300 










Arg. 


Pro 


Cys 


Gin 


Ser 


His 


Ala 


Ser 


Tyr 


Ser 


Leu 


Leu 


Glu 


Glu 


Glu 


Asp 


305 










310 










315 










320 


Glu 


Ala 


He 


Glu 


Val 


Glu 


Ala 


Thr 


Val 

















325 



<210> 4135 

<211> 388 

<212> DNA 

<213> Homo sapiens 

<400> 4135 

acgcgtggtg gccctggaca tgtacctcac tcagcaacgc atctccgacc cagtgatgga 
60 

gggtctgega tcagccgtac gctatgacaa aacctatttc gacaagatcg tggccagcct 
120 

tetgecattg ctggaaaaac tgaccacagg ceggattgea gagctgetat ctcccgacta 
180 

catggatctt gaggacccac gaccaatctt tgactggatg cagatcatcc geaaaeggge 
240 
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catcctcctc ctccagcagg ctgtaggaag catggctctg gcaaggccgc tgcagggggt 
420 

gggccaacag tttcgccatg cagttgtgca actccagggc tggcccagcc agtgccacct 
480 

catacttgta gctggtaccc ttggtatcca ggctgcccat gaaggcaaac atatccttcc 
540 

aactcatctc ctcctccttc tcctcagtgc cattgtggat gtaaacaacg tcaaagaaga 
600 

aatatgggca ctggaacatt ttcttcatgg gctccgtcaa ggagaactgg ggctggcaag 
660 

gtggacggct gtagacaagg atggtgcgga ccacatatgg cgggggaatc gtctgcacgt 
720 

tctctgtgac cggaagctca gttttctgct ggatgaggct gaaaagtcct tccagattga 
780 

aggtggaaca ggaggccgtc tccagatcat agaggcagct acagagctcg cgggggtcgg 
840 

aggtcaggcc agacagccag gccgtgtcat cgttcaccac caccagtgca aactcgtggc 
900 

ttttgtcgat cttgtgtttt gtccgcacga acatctcaat catcttctgg gagacattga 
960 

gggcgttggt tttggagccg ttgaacgact ccagctttgg cagtgacatt tcctctgaca 
1020 

ggtccaggca gataatcact ttctctggac agttgaccct tggtgtccga atttggacct 
1080 

caggggctgg cgggggcacc tgccaggact tagggccggc tcctgaagtg ttgaggctcc 
1140 

catcatcagc actggcggcc tcaccctcac cctcgctgcg gctgcccacg ctggcctgtg 
1200 

cccctactgc ccggtcctca gccccttcag gattggagcg agtgcggggc cgaggctctg 
1260 

ccgagtgctc ctcttcctcc tcctcctctt cagtggggct gctgggctct gccacttcca 
1320 

tggctcctgt gtggcttcgg ctcaccgtag cctgaacctc cttctaaatc agccgccgac 
1380 

tcactaggaa gccgccatct ttacagccgg aagttgtacg gcgcagcccc gacgcctcct 
1440 

gggaaatgta gttcagcggg ctgcagaaca agcagagaca gaaactggtt gaggctagaa 
1500 

agaacttgga aactgatagg ctgaaactgg gttgggggtg gggtttggag tgagagctgc 
1560 

ctggagctgg gtgcggcggg acctggaatg tgattggcta cactggagca aagtatgaaa 
1620 

tgtgattgga ttaaaaaaat tagtga 
1646 

<210> 4134 

<211> 329 

<212> PRT 

<213> Homo sapiens 

<400> 4134 

Met Glu Val Ala Glu Pro Ser Ser Pro Thr Glu Glu Glu Glu Glu Glu 

1 .5. 10 15 

Glu Glu His Ser Ala Glu Pro Arg Pro Arg Thr Arg Ser Asn Pro Glu 
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cgcacagc 
608 

<210> 4132 
<211> 194 
<212> PRT 

<213> Homo sapiens 
<400> 4132 

Arg Pro Ala Arg Ala Arg Arg Ala Gly Gin Gly Arg Gly Ala Pro Gly 

1 5 10 15 

Leu Ala Pro Glu Ala Ala Gly Thr Ser Thr Pro Glu Met Arg Arg. Ser 

20 25 30 

Val Leu Val Arg Asn Pro Gly His Lys Gly Leu Arg Pro Val Tyr Glu 

35 40 45 

Glu Leu Asp Ser Asp Ser Glu Asp Leu Asp Pro Asn Pro Glu Asp Leu 

50 55 60 

Asp Pro Val Ser Glu Asp Pro Glu Pro Asp Pro Glu Asp Leu Asn Thr 
65 70 75 80 

Val Pro Glu Asp Val Asp Pro Ser Tyr Glu Asp Leu Glu Pro Val Ser 

85 90 95 

Glu Asp Leu Asp Pro Asp Ala Glu Ala Pro Gly Ser Glu Pro Gin Asp 

- 100 105 HO 

Pro Asp Pro Met Ser Ser Ser Phe Asp Leu Asp Pro Asp Val He Gly 

115 12° 125 

Pro Val Pro Leu He Leu Asp Pro Asn Ser Asp Thr Leu Ser Pro Gly 

130 135 140 

Asp Pro Lys Val Asp Pro Xaa Ser Pro Leu Ala Ser Leu Arg Ala Pro 
145 150 155 160 

Arg Ser Trp Pro Pro Ala Pro Arg Cys Ser Pro Pro Pro Pro Ala Arg 

165 170 175 

Pro Gly Pro Ser Pro Ala Arg He Ala Ala Lys Pro Ser Ala Ala Ala 
180 185 190 

Pro Gly 



<210> 4133 

<211> 1646 

<212> DNA 

<213> Homo sapiens 

<400> 4133 

tttttttttt tttttttttt 
60 

attttgatgg caaaaatcac 
120 

gaaatgggct gggagacaca 
180 

cctgggtttc cctcctagga 
240 

accccggagg tcccaaggaa 
300 

gcacaagaag gtgcagatgt 
360 



tttttttttt tttttttttt 
acagggaaga acaaaaatta 
gaaaatgggt gcccacagtt 
ccctgcaagg taccctacgt 
cccagtttga gaaccaaggc 
acagggatgg ttcagacagt 



ttaacgagtc tcaaattttt 
tccatgacaa actaggagtg 
cctgggatcc ctcctggaat 
gcctcctgga accccccccc 
tttaggccaa ggacttcctt 
ggcctcaacc tcaatggctt 
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305 










310 










315 






320 


Cys 


Tyr 


His 


Lys 


Lys 


Phe 


Arg 


Ser 


Pro 


Ala 


Arg 


Asp 


Val 


lie Phe Arg 










325 










330 








335 


Val 


Gin 


Phe 


His 


Thr 


Cys 


Ala 


He 


His Ala Trp Gly Val 


val pne Cjiy 








340 










345 










350 


Lys 


Glu 


Asp 


Leu Asp Asp 


Ala 


Phe 


Lys 


Asp Asp 


Arg 


Phe 


Pro Glu Tyr 




355 










360 










365 




Gly 


Lys 


Val 


Glu 


Phe 


Val 


Phe 


Ser 


Tyr Gly 


Pro 


Glu 


Lys 


He Gin Gly 


370 










375 










380 






Met 


Glu 


His 


Leu Glu Asn Gly 


Pro 


Ser 


Val 


Ser 


Val 


Asp 


Tyr Asn Thr 


385 










390 










395 






400 


Ser 


Asp 


Pro 


Leu 


He 


Arg 


Trp Asp 


Ser 


Tyr 


Asp 


Asn 


Phe 


Ser Gly His 










405 










410 








415 


Arg 


Asp 


Asp 


Gly Met 


Glu 


Glu 


Val 


Val 


Gly 


His 


Thr 


Gin 


Gly Pro Leu 








420 










425 










430 


Asp 


Gly 


Ser 


Leu 


Tyr 


Ala 


Lys 


Val 


Lys 


Lys 


Lys 


Asp 


Ser 


Leu His Gly 






435 










440 










445 




Ser 


Thr 


Gly 


Ala 


val 


Asn 


Ala 


Thr 


Arg 


Pro 


Thr 


Leu 


Ser 


Ala Thr Pro 




450 










455 










460 






Asn 


His 


Val 


Glu 


His 


Thr 


Leu 


Ser 


Val 


Ser 


Ser 


Asp 


Ser 


Gly Asn Ser 


465 










470 










475 






480 


Thr 


Ala 


Ser 


Thr 


Lys 


Thr 


Asp 


Lys 


Thr 


Asp 


Glu 


Pro 


Val 


Pro Gly Ala 










485 










490 








495 


Ser 


Ser 


Ala 


His 


Ala 


Ala 


Arg 


Thr 


Val 


Thr 


He 


Leu 


val 


Trp Gin Phe 








500 










505 










510 


He 


Val 


Gin 


Asp 


Val 


Cys 


Leu 


Pro 


Leu 


Arg 


Cys 









515 520 



<210> 4131 

<211> 608 

<212> DNA 

<213> Homo sapiens 

<400> 4131 

cggccggcgc gggcgcggcg ggccgggcag gggcgagggg cgccgggtct tgccccagaa 
60 

gctgcgggca catccacgcc tgaaatgcgg cgctcagtcc tggtcaggaa cccaggccac 
120 

aaaggcctga gacccgttta tgaagagctc gactctgact ccgaggacct agaccccaat 
180 

cctgaagatc tggacccggt ttctgaagac ccagagcctg atcctgaaga cctcaacact 
240 

gtcccggaag acgtggaccc cagctatgaa gatctggagc ccgtctcgga ggatctggac 
300 

cccgacgccg aagctccggg ctcggaaccc caagatcccg accccatgtc ttcgagtttc 
360 

gacctcgatc cagatgtgat tggccccgta cccctgattc tcgatcctaa cagcgacacc 
420 

ctcagccccg gcgatccaaa agtggacccc nnatctcctc tggcctcact gcgagccccc 
480 

aggtcttggc caccagcccc gcggtgctcc ccgcccccgc cagcccgccc cggcccttct 
540 

cctgcccgga ttgcggcgaa gccttccgcc gcagctccgg gctgagccag catcgccgca 
600 
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gtggaacaca cgctttctgt gagcagcgac tcgggcaact ccacagcctc caccaagacc 
1620 

gacaagaccg acgagcctgt ccccggggcc tccagtgccc atgctgcccg cactgtgacc 
1680 

atcctggttt ggcaattcat cgtccaggat gtctgtctcc cgctcagatg ctaacgcccc 
1740 

accattgac 
1749 

<210> 4130 . 
<211> 523 
<212> PRT 

<213> Homo sapiens 



<400> 4130 



Leu 


Ser 


Gly Ser 


Ser Ala Gly 


Lys 


Gly Ala 


Ala 


Pro 


Cys 


Val 


Pro 


Pro 


1 








5 








10 










15 




Ser 


Asn 


His 


Glu 


Leu Val 


Pro . 


He 


Thr 


Thr 


Glu 


Asn 


Ala 


Pro 


Glu 


Asn 








20 








25 










30 






Val 


Val 


Asp 


Gin 


Gly Ala Gly 


Ala 


Ser Arg Gly Gly Asn 


Thr 


Arg 


Lys 






35 








40 










45 








Ser 


Leu 


Glu Asp 


Asn Gly 


Ser 


Thr 


Arg 


Val 


Thr 


Pro 


Ser 


Val 


Gin 


Pro 




50 








55 










60 










His 


Leu 


Gin 


Pro 


He Arg 


Asn 


Met 


Ser 


Val 


Ser 


Arg 


Thr 


Met 


Glu 


Asp 


65 








70 










75 










80 


Ser 


Cys 


Glu 


Leu 


Asp Leu 


Val 


Tyr 


Val 


Thr 


Glu 


Arg 


lie 


He 


Ala 


Val 










85 








90 










95 




Ser 


Phe 


Pro 


Ser 


Thr Ala 


Asn 


Glu 


Glu 


Asn 


Phe 


Arg 


Ser 


Asn 


Leu 


Arg 








100 








105 










110 






Glu 


val 


Ala 


Gin 


Met Leu 


Lys 


Ser 


Lys 


His 


Gly Gly Asn Tyr 


Leu 


Leu 






115 








120 










125 








Phe 


Asn 


Leu 


Ser 


Glu Arg 


Arg 


Pro 


Asp 


lie 


Thr 


Lys 


Leu 


His 


Ala 


Lys 




130 








135 










140 










Val 


Leu 


Glu 


Phe 


Gly Trp 


Pro 


Asp 


Leu 


His 


Thr 


Pro 


Ala 


Leu 


Glu 


Lys 


145 








150 










155 










160 


He 


Cys 


Ser 


He 


Cys Lys 


Ala 


Met 


Asp 


Thr 


Trp 


Leu 


Asn 


Ala 


Asp 


Pro 










165 








170 










175 




His 


Asn 


Val 


Val 


Val Leu 


His 


Asn Lys Gly Asn Arg Gly Arg 


lie 


Gly 








180 








185 










190 






Val 


Val 


He 


Ala 


Ala Tyr 


Met 


His 


Tyr 


Ser 


Asn 


He 


Ser 


Ala 


Ser 


Ala 






195 








200 










205 








Asp 


Gin 


Ala 


Leu 


Asp Arg 


Phe 


Ala 


Met 


Lys 


Arg 


Phe 


Tyr Glu Asp Lys 




210 








215 










220 










He 


Val 


Pro 


He 


Gly Gin 


Pro 


Ser 


Gin 


Arg 


Arg 


Tyr 


Val 


His 


Tyr 


Phe 


225 








230 










235 










240 


Ser Gly 


Leu Leu 


Ser Gly 


Ser 


He 


Lys 


Met 


Asn 


Asn 


Lys 


Pro 


Leu 


Phe 










245 








250 










255 




Leu 


His 


His 


Val 


He Met 


His 


Gly 


He 


Pro 


Asn 


Phe 


Glu 


Ser 


Lys 


Gly 








260 








265 










270 






Gly Cys 


Arg 


Pro 


Phe Leu 


Arg 


He 


Tyr 


Gin 


Ala 


Met 


Gin 


Pro 


Val 


Tyr 






275 








280 










285 








Thr 


Ser 


Gly 


He 


Tyr Asn 


He 


Pro Gly Asp 


Ser 


Gin 


Thr 


Ser 


Val 


Cys 




290 








295 










300 










He 


Thr 


He 


Glu 


Pro Gly 


Leu 


Leu 


Leu 


Lys Gly Asp 


lie 


Leu 


Leu 


Lys 
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<400> 4129 

ctgggaccag ctctgctcct tgcaccccgc tccctgcctg gacacaggct cactcgctgc 
60 

cttcttctgg gggaaaccag cttcttgcca gccacagctg ctgcctccgc cactggccac 
120 

cgcccctgtc ctgggagtcc cttggcccaa acacccacct gacttagtgg ctcctctgca 
180 

ggaaaggggg ctgccccctg cgttcctcca tccaatcatg agctggtgcc catcaccact 
240 

gagaatgcac cagagaatgt agtggaccag ggagcaggag cctcccgggg tggaaacaca 
300 

cggaaaagcc tcgaggacaa cggctccacc agggtcaccc cgagtgtcca gccccacctc 
360 

cagcccatca gaaacatgag tgtgagccgg accatggagg acagctgtga gctggacctg 
420 

gtgtacgtca cagagaggat catcgctgtc tccttcccca gcacagccaa tgaggagaac 
480 

ttccggagca acctccgtga ggtggcgcag atgctcaagt ccaaacatgg aggcaactac 
540 

ctgctgttca acctctctga gcggagacct gacatcacga agctccatgc caaggtactg 
600 

gaatttggct ggcccgacct ccacacccca gccctggaga agatctgcag catctgtaag 
660 

gccatggaca catggctcaa tgcagaccct cacaatgtcg ttgttctaca caacaaggga 
720 

aaccgaggca ggataggagt tgtcatcgcg gcttacatgc actacagcaa catttctgcc 
780 

agtgcggacc aggctctgga ccggtttgca atgaagcggt tctatgagga taagattgtg 
840 

cccattggcc agccatccca aagaaggtac gtgcattact tcagtggcct gctctccggc 
900 . v 

tccatcaaaa tgaacaacaa gcccttgttt ctgcaccacg tgatcatgca cggcatcccc 
960 

aactttgagt ctaaaggagg atgtcggcca tttctccgca tctaccaggc catgcaacct 
1020 

gtgtacacat ctggcatcta caacatccca ggagacagcc agactagcgt ctgcatcacc 
1080 

atcgagccag gactgctctt gaagggagac atcttgctga agtgctacca caagaagttc 
1140 

cgaagcccag .cccgagacgt catcttccgt gtgcagttcc acacctgtgc catccatgcc 
1200 

tggggggttg tctttgggaa ggaggacctt gatgatgctt tcaaagatga tcgatttcca 
1260 

gagtatggca aagtggagtt tgtattttct tatgggccag agaaaattca aggcatggag 
1320 

cacctggaga acgggccgag cgtgtctgtg gactataaca cctccgaccc cctcatccgc 
1380 

tgggactcct acgacaactt cagtgggcat cgagatgacg gcatggagga ggtggtggga 

1440 

cacacgcagg ggccactaga tgggagcctg tatgctaagg tgaagaagaa agactccctg 
1500 

cacggcagca ccggggctgt taatgccaca cgtcctacac tgtcggccac ccccaaccac 
1560 
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50 -55 60 

Glu Phe Leu Val lie Asp Val He His Glu Val Ala His Ser Trp Phe 



65 



70 75 80 



Gly Asn Ala Val Thr Asn Ala Thr Trp Glu Glu Met Trp Leu Ser Glu 

85 90 95 

Gly Leu Ala Thr Tyr Ala Gin Arg Arg lie Thr Thr Glu Thr Tyr Gly 

100 105 HO 

Ala Ala Phe Thr Cys Leu Glu Thr Ala Phe Arg Leu Asp Ala Leu His 

115 120 125 

Ara Gin Met Lys Leu Leu Gly Glu Asp Ser Pro Val Ser Lys Leu Gin 

130 135. 140 

Val Lys Leu Glu Pro Gly Val Asn Pro Ser His Leu Met Asn Leu Phe 
145 150 155 16° 

Thr Tyr Glu Lys Gly Tyr Cys Phe Val Tyr Tyr Leu Ser Gin Leu Cys 

165 170 175 

Gly Asp Pro Gin Arg Phe Asp Asp Phe Leu Arg Ala Tyr Val Glu Lys 

180 185 I 90 

Tyr Lys Phe Thr Ser Val Val Ala Gin Asp Leu Leu Asp Ser Phe Leu 

19S 200 205 

Ser Phe Phe Pro Glu Leu Lys Glu Gin Ser Val Asp Cys Arg Ala Gly 

210 215 ■ 220 

Leu Glu Phe Glu Arg Trp Leu Asn Ala Thr Gly Pro Pro Leu Ala Glu 
225 230 235 240 

Pro Asp Leu Ser Gin Gly Ser Ser Leu Thr Arg Pro Val Glu Ala Leu 

245 250 255 

Phe Gin Leu Trp Thr Ala Glu Pro Leu Asp Gin Ala Ala Ala Ser Ala 

260 265 , 270 

Ser Ala He Asp He Ser Lys Trp Arg Thr Phe Gin Thr Ala Leu Phe 

275 280 285 

Leu Asp Arg Leu Leu Asp Gly Ser Pro Leu Pro Gin Glu Val Val Met 

290 295 300 

Ser Leu Ser Lys Cys Tyr Ser Ser Leu Leu Asp Ser Met Asn Ala Glu 
305 310 . . .315 320 

lie Arg lie Arg Trp Leu Gin He Val Val Arg Asn Asp Tyr Tyr Pro 

325 330 335 

Asp Leu His Arg Val Arg Arg Phe Leu Glu Ser Gin Met Ser Arg Met 
340 345 '350 

• Tyr Thr He Pro Leu Tyr Glu Asp Leu Cys Thr Gly Ala Leu Lys Ser 
355 360 365 

Phe Ala Leu Glu Val Phe Tyr Gin Thr Gin Gly. Arg Leu His Pro Asn 

370 375 380 

Leu Arg Arg Ala He Gin Gin He Leu Ser Gin Gly Leu Gly Ser Ser 
385 390 395 400 

Thr Glu Pro Ala Ser Glu Pro Ser Thr Glu Leu Gly Lys Ala Glu Ala 

405 410 415 

Asp Thr Asp Ser Asp Ala Gin Ala Leu Leu Leu Gly Asp Glu Ala Pro 

420 425 430 

Ser Ser Ala He Ser Leu Arg Asp Val Asn Val Ser Ala 
435 440 445 

<210> 4129 

<211> 1749 

<212> DNA 

<213> Homo sapiens 
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gtgcggcgct tcctggagag ccagatgtca cgcatgtaca ccatcccgct gtacgaggac 
1080 

ctctgcaccg gtgccctcaa gtccttcgcg ctggaggtct tctaccagac gcagggccgg 
1140 . . 

ctgcacccca acctgcgcag agccatccag cagatcctgt cccagggcct gggctccagc 
1200 

acagagcccg cctcagagcc cagcacggag ctgggcaagg ctgaagcaga cacagactcg 
1260 

gacgcacagg ccctgctgct tggggacgag gcccccagca gtgccatctc tctcagggac 
1320 

gtcaatgtgt ctgcctagcc ctgttggcgg gctgaccctc gacctcccag acaccacaat 
1380 

tgtgccttct gtgggccagg cctgccatga ctgcgtctcg gctctggcca tgagctctgc 
1440 

ccaggcccac aagcccctcc cctgggctct cccaggcagg gagaatgggg agagggacct 
1500 

ccttgtgtct ggcagagacc tgtggacctg gcctccccac tcccagctct cttgcactgc 
1560 

aggccctggg gccagcccgc acacaccatg cctcctgtct caacactgac agctgtgcct 
1620 

agccccggat gccagcacct gccaggtgcc gccccggggc aagggcccca gcagccctat 
1680 

ggtgaccgcc acactgtgcc ttaatgtctg ccgggggccc aggctgtgct gtccctgcag 
1740 

cacgcctcct tgcagggatc tgagccaccc tccccgcaca gccctgcacc ccgcccctag 
1800 

ggttggcagc ctcagttggc ccctggcaga ggaacaagga cacagacatt ccctcagtgt 
1860 

ggggggcagg ggacacaggg agaggatggt tgtccctggg gagggccctc tggccccagg 
1920 

caaccttagc ccctcagaac agggagtccc aggacccagg gagagtgtgg ggacaggaca 
1980 

gcctgtctct tgtagcttcc tggggtggga ggcacagggg caaagcaata ccccagggaa 
2040 

agtgggaggt ggtgctggtg ctctctccag gcccaccatg ctgggagagg cggccagagc 
2100 

ctggggcctc cagcctggga ctgctgtgat ggggtatcac ggtgatggtc ccattaaact 
2160 

tccactctgc aaacctgaaa aaaaaaaaa 
2189 

<210> 4128 
<211> 445 
<212> PRT 

<213> Homo sapiens 
<400> 4128 

Pro Cys Phe Leu Pro Ser Ala Thr Ser Lys Leu Ser Gly Ala Val Glu 

1 5 10 . 15 

Gin Trp Leu Ser Ala Ala Glu Arg Leu Tyr Gly Pro Tyr Met Trp Gly 

20 25 30 

Arg Tyr Asp He Val Phe Leu Pro Pro Ser Phe Pro He Val Ala Met 

35 40 45 

Glu Asn Pro Cys Leu Thr Phe He He Ser Ser He Leu Glu Ser Asp 
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730 735 



Lys His Asn Leu Isp Ser Asp Pro Ala Glu Glu Tyr Glu Leu Val Gin 

740 745 
Val lie Ser Glu Asp Lys Glu Leu Val lie Pro Asp Ser Ala Asn Val 

Phe Tyr- I" Met Asn Ser Gin 111 Asn Phe Asp Phe He Leu Arg Lys 

770 77 5 780 . 

Ly s Asn Ser Met Glu Glu Gin Val Lys Leu Arg Ser Arg Thr Ser Leu 

Thr Leu Pro Arg Thr Ala Lys Arg Gly Cys Trp Ser Asn Arg His Ser 
805 810 

Lys lie Thr Leu 
820 

<210> 4127 

<211> 2189 

<212> DNA 

<213> Homo sapiens 



ccatgc^t" tgccctcggc caccagcaag ctgtcgggcg cagtggagca gtggctgagt 
gcagctgagc ggctgtatgg gccctacatg tggggcaggt acgacattgt cttcctgcca 
ccctccttcc ccatcgtggc catggagaac ccctgcctca ccttcatcat. ctcctccatc 
ctggagagcg atgagttcct ggtcatcgat gtcatccacg aggtggccca cagttggttc 
ggcaacgctg tcaccaacgc, cacgtgggaa gagatgtggc tgagcgaggg cctggccacc 
tatgcccagc gccgtatcac caccgagacc tacggtgctg ccttcacctg cctggagact 
gccttccgcc tggacgccct gcaccggcag atgaagcttc tgggagagga cagcccggtc 
agcaaactgc aggtcaagct ggagccagga gtgaatccca gccacctgat gaacctgttc 
acctacgaga agggctactg cttcgtgtac tacctgtccc agctctgcgg agacccacag 
cgctttgatg actttctccg agcctatgtg gagaagtaca agttcaccag cgtggtggcc 
"ggacctgc-tggactcctt cctgagcttc ttcccggagc tgaaggagca gagcgtggac 
tgccgggcag ggctggaatt cgagcgctgg ctcaatgcca caggcccgcc gctggctgag 

7 20 

ccggacctgt ctcagggatc cagcctgacc cggcccgtgg aggccctttt ccagctgtgg 
Iccgcagaac ctctggacca ggcagctgcc tccgccagcg ccattgacat ctccaagtgg 

B4 0 

aggaccttcc agacagcact cttcctggac cggctcctgg atgggtcccc gctgccgcag 
gaggtggtga tgagcctgtc caagtgctac tcctccctgc tggactcgat gaacgctgag 
atccgcatcc gctggctgca gattgtggtc cgcaacgact actatcctga cctccacagg 
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290 295 ' 300 

Pro His His Cys Leu Gly Cys lie Trp Ser Arg Arg Asp Lys Lys Glu 
305 310 315 320 

Asn Lys His Leu Ala Pro.Thr lie Arg Ala Thr lie Ser Gin Phe Asn 

325 330 335 

Thr Leu Thr Lys Cys Val Val Ser Thr He Leu Gly Gly Lys Glu Leu 

340 345 350 

Lys Thr Gin Gin Arg Ala Lys He He Glu Lys Trp He Asn He Ala 

355 360 365 

His Glu Cys Arg Leu Leu Lys Asn Phe Ser Ser Leu Arg Ala He Val 

370 375 380 

Ser Ala Leu Gin Ser Asn Ser lie Tyr Arg Leu Lys Lys Thr Trp Ala 
385 390 395 400 

Ala Val Pro Arg Asp Arg Met Leu Met Phe Glu Glu Leu Ser Asp He 

405 410 415 

Phe Ser Asp His Asn Asn His Leu Thr Ser Arg Glu Leu Leu Met Lys 

420 425 430 

Glu Gly Thr Ser Lys Phe Ala Asn Leu Asp Ser Ser Val Lys Glu Asn 

- 435 440 445 

Gin Lys Arg Thr Gin Arg Arg Leu Gin Leu Gin Lys Asp Met Gly Val 

450 455 .460 

Met Gin Gly Thr Val Pro Tyr Leu Gly Thr Phe Leu Thr Asp Leu Thr 
465 470 475 480 

Met Leu Asp Thr Ala Leu Gin Asp Tyr He Glu Gly Gly Leu He Asn 

485 490 495 

Phe Glu Lys Arg Arg Arg Glu Phe Glu Val He Ala Gin He Lys Leu 

500 505 510 

Leu Gin Ser Ala Cys Asn Ser Tyr Cys Met Thr Pro Asp Glh Lys Phe 

515 520 525 

He Gin Trp Phe Gin Arg Gin Gin Leu Leu Thr Glu Glu Glu Ser Tyr 

530 535 540 

Ala Leu Ser Cys Glu He Glu Ala Ala Ala Gly Ala Ser Thr Thr Ser 
545 550 555 560 

Pro Lys Pro Arg Lys Ser Met Val Lys Arg Leu Ser Leu Leu Phe Leu 

565 570 575 

Gly Ser Asp Met He Thr Ser Pro Thr Pro Thr Lys Glu Gin Pro Lys 

580 585 590 

Ser Thr Ala Ser Gly Ser Ser Gly Glu Ser Met Asp Ser Val Ser Val 

595 600 605 

Ser Ser Cys Glu Ser Asn His Ser Glu Ala Glu Glu Gly Ser He Thr 

610 615 620 

Pro Met Asp Thr Pro Asp Glu Pro Gin Lys Lys Leu Ser Glu Ser Ser 
625 630 635 640 

Ser Ser Cys Ser Ser lie His Ser Met Asp Thr Asn Ser Ser Gly Met 

645 650 655 

Ser Ser Leu lie Asn Pro Leu Ser Ser Pro Pro Ser Cys Ash Asn Asn 

660 665 670 

Pro Lys He His Lys Arg Ser Val Ser Val Thr Ser He Thr Ser Thr 

675 680 685 

Val Leu Pro Pro Val Tyr Asn Gin Gin Asn Glu Asp Thr Cys lie lie 

690 695 700 

Arg lie Ser Val Glu Asp Asn Asn Gly Asn Met Tyr Lys Ser He Met 
705 710 715 720 

Leu Thr Ser Gin Asp Lys Thr Pro Ala Val lie Gin Arg Ala Met Leu 
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gtctagattt atatactgca atgtaaaata tatatatatt tacctttttt aaagacaatg 
4500 

gaaattccaa gtagctaaaa cttagcttca tttatttaat gccactttaa atgtcttaaa 
4560 

tttgtttcct ggtggacagc cgggtaatgc ttttagctgc tcgcatgctt gtctttctgc 
4620 

atctccatca tctgtttacc ttttggttaa actaataaac tagtttggga cttggctggc 
4680 

atgtg.ctgcc agacccaaag ggaaaaaaaa a 
4711 

<210> 4126 
<211> 820 
<212> PRT 

<213> Homo sapiens 



<400> 4126 



A J. a ai a 


Axa 


tj-Ly 


Ala 


Hid 


Arg 


Arg 


Val 

v cLX 


Ser Val 


Arg 


Cys 


Glv 


At"ct 


Ser 


1 
















10 








15 




\j±y fro 




Pro 




Arg 


Gly Ala 


Ala 


Gly Leu 


Ser 


Pro 


Ala 


Asp 


He 






o n 
Z u 


















30 






Ala Li6U 


nlct 


Ser 


Glu 


Gin 


Gly Ala 


Ser 


Cys Ser 


Val 


ArQ 


Ala 


Pro 


Glu 




J D 










40 








45 








t 

Arg Lys 


Leu 




Met 


Lys 


Leu 


Leu 




Gin Ala 


Lys 


Met 


Ser 


Ser 


He 


50 










55 








60 










Gin Asp 


Trp 


Gly 


Glu 


Glu 


Val 


Glu 


Glu 


Gly Ala 


Val 


Tyr 


His 


Val 


Thr 


65 








70 








75 










80 


Leu Lys 


Arg 


Val 


Gin 


He 


Gin 


Gin 


Ala 


Ala Asn 


Lys 


Gly 


Ala 


Arg 


Trp 








85 










90 








95 




Leu Gly 


val 


Glu 


Gly 


Asp 


Gin 


Leu 


Pro 


Pro Gly His 


Thr 


Val 


Ser 


Gin 






100 










105 








110 






Tyr Glu 


Thr 


Cys 


Lys 


He 


Arg 


Thr 


He 


Lys Ala 


Gly 


Thr 


Leu 


Glu 


Lys 




115 










120 








125 








Leu Val 


Glu 


Asn 


Leu 


Leu 


Thr 


Ala 


Phe 


Gly Asp Asn 


Asp 


Phe 


Thr 


Tyr 


13 0 










135 








140 










He Ser 


He 


Phe 


Leu 


Ser 


Thr 


Tyr 


Arg 


Gly Phe Ala 


Ser 


Thr 


Lys 


Glu 


145 








150 








155 










160 


Val Leu 


Glu 


Leu 


Leu 


Leu 


Asp 


Arg 


Tyr 


Gly Asn 


Leu 


Thr 


Ser 


Pro 


Asn 








165 










170 








175 




Cys Glu 


Glu 


Asp 


Gly 


Ser 


Gin 


Ser 


Ser 


Ser Glu 


Ser 


Lys 


Met 


val 


He 






180 










185 








190 






Arg Asn 


Ala 


He 


Ala 


Ser 


He 


Leu 


Arg 


Ala Trp 


Leu 


Asp 


Gin 


Cys 


Ala 




195 










200 








205 








Glu Asp 


Phe 


Arg 


Glu 


Pro 


Pro 


His 


Phe 


Pro Cys 


Leu 


Gin 


Lys 


Leu 


Leu 


210 










215 








220 










Asp Tyr 


Leu 


Thr 


Arg 


Met 


Met 


Pro 


Gly 


Ser Asp 


Pro 


Glu 


Arg 


Arg 


Ala 


225 








230 








235 










240 


Gin Asn 


Leu 


Leu 


Glu 


Gin 


Phe 


Gin 


Lys 


Gin Glu 


Val 


Glu 


Thr 


Asp 


Asn 








245 










250 








255 




Gly Leu 


Pro 


Asn 


Thr 


He 


Ser 


Phe 


Ser 


Leu Glu 


Glu 


Glu 


Glu 


Glu 


Leu 






260 










265 








270 






Glu Gly 


Gly 


Glu 


Ser 


Ala 


Glu 


Phe 


Thr 


Cys Phe 


Ser 


Glu 


Asp 


Leu 


Val 




275 










280 








285 








Ala Glu 


Gin 


Leu 


Thr 


Tyr 


Met 


Asp 


Ala 


Gin Leu 


Phe 


Lys 


Lys 


Val 


Val 
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acaatggcct gggaagttga 
2880 

gtctcgtata ttctgagtaa 
2940 

gtattacaag aagcccaaac 
3000 

tgccaccaga taaaaacaac 
3060 

tttggaaagg gtttggatga 
3120 

gctaccctag ggaggccagg 
3180 

atgacacctc tggaggtgtc 
3240 

gtgtatttcc gttttccccc 
3300 

tttggtaatg aagccagaaa 
3360 

tgtcttggaa tgtcactgct 
3420 

tgtctggagt cttttgccat 
3480 

caggtgtgga aatttctact 
3540 

ttctgaacag tgattgtccc 
3600 

atcctatttt acttactttt 
3660 

tgtatagatt atctgaatca 
3720 

tttttttttt ccaggttccc 
3780 

tctctcataa caccatcaca 
3840 

aaagccatat gtggaatatt 
3900 

agaaatgatt ctcaaaatac 
3960 

tgaagtgcag attgtaacat 
4020 

aaagttgtgt gggatttgcg 
4080 

gaaagtttag agatttgcgg 
4140 

tttggtcttt ccaggagatt 
4200 

aaaaagcact ttcttctgtt 
4260 

agatggccag ggtggcagcc 
4320 

cttggtgcga aggtaaaaaa 
4380 

ccaccaagac atatatgttg 
4440 



ggtcactttt tacagggaaa 
atggaatcag tcctgggaat 
tttattttta taaagggaga 
tgcagaggct ggaactgcca 
gctggtggcc ttcaacctct 
aggagcttcg gaggaccatc 
aagctcctga aacaagctca 
taaagaacat atcataatca 
agaaagcgca aaagaatggt 
tcattgcctt ctctgattgc 
ctggatctta gtacctcttt 
gcaattgact acgtttgatt 
gttaatagcc cctcagaaga 
atagcattac tgtgcctagt 
tttgtctaag aggtacattc 
gtgcttgcta tcacagtatc 
ctcttccttc caagtctgag 
gacatgtgta agaagcactt 
cagtttttat tccaaaaatt 
ggagctattt ttttttccta 
ttgcataaat agccatgtga 
caatggaccg aagaacgggc 
ggactacaca ttgtaaagac 
ttcaatccct gttcgatttg 
ctcatgcagg ttgaagtata 
aaaaaaataa ataaaaccat 
tgcccgtgtt catcctgtgt 



tagaagaaac tgagaaccta 
agagagtgtc ctttgtgcca 
ggatgacttt ctcaatcaag 
caggctgtat gaaaggccac 
gcctgcatct gccactttct 
gccccactgg tctagccatc 
tttcagtttc tggcaacccc 
ttgcacaaat aaccatgttc 
gactcatttg gactcttatc 
cttttgcatg taaaactatg 
attatgtgca atttattcct 
attttgagct tgtgaaagat 
tgttccctgc tgataacagc 
cgtggggaaa gagatggggc 
ttccagatgg aatcaataac 
attgttaagt gacacttttg 
ctgtgctggg gtttgaacta 
tcagaatgtt gtccttttta 
tagagaacaa acccggaata 
atcccataat acagctccta 
attccacaag aagcaccagg 
caggaagtcc tccaatttcc - 
tgactgggtt tcaactagtc 
tgcttctgtg cttgtaggag 
tgtagcctca gcctgatatt 
tggcctggtt gagggcgtga 
atttatactg tatatgtaga 
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gccgtcccaa gggaccgaat gctgatgttt gaagaacttt cagatatctt ctcagaccat 
1260 

aataaccatt tgaccagccg agaactactg atgaaggaag gaacctcaaa atttgcaaac 
1320 

ctggacagca gtgtgaaaga aaaccagaag cgtacccaga ggcggctgca gctccagaag 
1380 

gacatgggtg tgatgcaggg aactgtgccc tacctgggca ccttcctgac tgacctgacc 
1440 

atgcttgaca ctgcccttca ggactacatc gagggtggac tgataaactt tgagaaaagg 
1500 

agaagggaat ttgaagtgat tgcccagata aagctcttac agtctgcctg caacagctat 
1560 

tgcatgaccc cagaccaaaa gttcatccag tggttccaga ggcagcagct cctgacagag 
1620 

gaggagagct atgccctgtc atgtgagatt gaagcagctg ctggcgccag caccacctcg 
1680 

cccaagcctc ggaagagcat ggtgaagaga ctcagcctac tgtttctagg gtctgacatg 
1740 

atcaccagtc ccactcccac caaagagcag cccaagtcca ctgccagcgg gagctctggt 
1800 

gaaagcatgg actctgtcag cgtgtcatcc tgcgagtcga. accactcaga ggctgaggag 
1860 

ggctccatta ctcccatgga cacccctgat gagcctcaaa aaaagctctc tgagtcctcc 
1920 

tcatcctgtt cttctatcca ttccatggac acaaattcct cagggatgtc ttccttaatc 
1980 

aaccccctct cctcccctcc gtcctgcaac aacaacccca aaatccacaa gcgctctgtc 
2040 

tcggtgacgt ccattacctc gactgtgctg cctcctgttt acaaccaaca gaatgaagac 
2100 

acctgcataa tccgcatcag tgtggaagac aataacggca acatgtacaa gagcatcatg 
2160 

ttgacgagcc aggataaaac ccccgctgtg atccagagag ccatgctgaa gcacaatctg 
2220 

gactcagacc ccgccgagga gtacgagctg gtgcaggtca tctcggagga caaagaactt 
2280 

gtgattccag actcagcaaa tgtcttttat gccatgaaca gccaagtgaa ctttgacttc 
2340 

attttgcgca aaaagaactc catggaagaa caagtgaaac tgcgtagccg gaccagcttg 
2400 

acgttgccca ggacagctaa acggggctgc tggagtaaca gacacagcaa aatcaccctc 
2460 

tgaagggagg gaccagtggc cccttgtttg ccaaaggcag agtggggctg agaaacaggc 
2520 

tgcggtgatt gcaattacca tccggtgttc gaggatcatt ggtgaagtca gcagatattt 
2580 

attgagttcc tgtggtgtgc aaagcattat gataggcacc gtggggaaac tggaaatgaa 
2640 

tttgacatga aaaggatgaa cgattcactg attctctttg actcatttga gactaaaatg 
2700 

cagaattacc aacatttaaa acatatatat gcacatgtat ttggtatgca tgtgtatcta 
2760 

tataaaaata tataagaggg actttatggg atagtatgga ctatggaaaa acaaatttgc 
2820 
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100 105 110 

Gin Ala Gly. Ala Asn He Asn Lys Pro Asp Cys Glu Gly Glu Thr. Pro 

115 120 125 

He His Lys Ala Ala Arg 'Ser Gly Ser Leu Glu Cys He Ser Ala Leu 

130 ' . 135 140 

Val Ala Asn Gly Ala His Val Asp Ser Gin His 
145 150 155' 

<210> 4125 

<211> 4711 

<212> DNA 

<213> Homo sapiens 

<400> 4125 

gcggcggcgg gggcagcgcg gcgcgtgtct gtgcgctgcg gtcgctcggg accgggaccg 
60 

gggcgaggcg ccgcggggct gagcccagca gacattgcgt tggcctccga gcagggcgca 
120 

tcatgcagcg ttcgcgcacc ggagagaaaa ctgagaatga aattgctttg gcaagctaaa 
180 

atgagctcga ttcaggactg gggtgaagag gtagaggaag gagctgttta ccatgtcacc 
240 

ctcaaaagag tccagattca acaggctgcc aataaaggag caagatggct aggggttgaa 
300 

ggggaccagc tgcctccagg acacacagtc agtcaatatg aaacctgtaa gatcaggacc 
360 

ataaaagctg gcaccttgga gaagcttgtg gagaacctgc tgacagcttt tggggacaat 
420 

gactttacct atatcagcat ctttctttca acgtacagag gctttgcctc cactaaagaa 
480 

gtgctggaac tactgctgga caggtatgga aacctgacaa gcccaaactg tgaagaagat 
540, 

ggaagccaaa gttcatcaga gtccaaaatg gtgatcagga atgcaatcgc ttccatacta 
600 

agggcctggc ttgaccagtg tgcagaagac ttccgagagc cccctcactt cccttgctta 
660 

cagaaactgc tggattatct cacacggatg atgccgggct ctgacccaga aagaagagca 
720 

caaaatcttc ttgagcagtt tcagaagcaa gaagtggaaa ctgacaatgg gcttcccaac 
780 

acgatctcct tcagcctgga agaggaagag gaactggagg gtggagagtc agcagaattc 
840 

acgtgcttct cagaagatct agtggcagag cagctgacct acatggatgc acaactcttc 
900 

aagaaagtag tgcctcacca ctgcctgggc tgcatttggt ctcgaaggga taagaaggaa 
960 

aacaaacatt tggctcctac gatccgtgcc accatctctc agtttaatac cctcaccaaa 
1020 

tgtgttgtca gcaccatcct ggggggcaaa gaactcaaaa ctcagcagag agccaaaatc 
1080 

attgagaagt ggatcaacat cgctcatgaa tgtagactcc tgaagaattt ttcctccttg 
1140 

agggccatcg tttcggcact gcagtctaat tccatctatc ggttaaaaaa gacttgggct 
1200 
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ggtccccgtc gcggcaggcg cggtgcagcg ggaaacggag cgagagcagc tcctcgctgg 
180 

agaagcccgc ctctacgccc gcgctccgct cggcagcctg tgggacgccg ccgcagcgct 
240 

aatctcgttc ctttgtgctg cggcggcggc ttctcgagtc ctccccgacg cgtcctctag 
300 

gccagcgagc eccgcgctct ccggtgacgg accatgtcgg cggcgggagc gggcgcgggc 
360 

gtagaggcgg gcttctccag cgaggagctg ctctcgctcc gtttcccgct gcaccgcgcc 
420 

tgccgcgacg gggacctggc cacgctctgc tcgctgctgc agcagacacc ccacgcccac 
480 

ctggcctctg aggactcctt ctatggctgg acgcccgtgc actgggccgc gcatttcggc 
540 

aagttggagt gcttagtgca gttggtgaga gcgggagcca cactcaacgt ctccaccaca 
600 

cggtacgcgc agacgccagc ccacattgca gcctttgggg gacatcctca gtgcctggtc 
660 

tggctgattc aagcaggagc caacattaac aaaccggatt gtgagggtga aactcccatt 
720 

cacaaggcag ctcgctctgg gagcctagaa tgcatcagtg cccttgtggc gaatggggct 
780 

cacgtcgatt cacagcacta acaaaatgga tgcggttttc acccttaaat gttgagtgta 
840 

agctatagag ctataataac caaaataacc aatatcagct tttttttttt accttgttat 
900 

gaataattca tgaaaattaa ttataaacca cattattcta atcagaaatg tgaacattta 
960 

gacttcggag gaaattaaac ccacaaaact agtttaaccc tttggtttcc atttcattgc 
1020 

tttgactctg tattatattg aaaatagatc ctagacagca aaaccataca ggctaatgca 
1080 

cgacgtgtgt ggtaa 
1095 

<210> 4124 

<211> 155 

<212> PRT 

<213> Homo sapiens 



<400> 4124 



Met Ser 


Ala 


Ala 


Gly 


Ala 


Gly 


Ala Gly 


Val 


Glu 


Ala 


Gly 


Phe 


Ser 


Ser 


1 






5 










10 - 










15 




Glu Glu 


Leu 


Leu 


Ser 


Leu 


Arg 


Phe 


Pro 


Leu 


His 


Arg 


Ala 


Cys 


Arg 


Asp 






20 










25 










30 






Gly Asp 


Leu 


Ala 


Thr 


Leu 


Cys 


Ser 


Leu 


Leu 


Gin 


Gin 


Thr 


Pro 


His 


Ala 


35 










40 










45 








His Leu 


Ala 


Ser 


Glu 


Asp 


Ser 


Phe 


Tyr 


Gly 


Trp 


Thr 


Pro 


Val 


His 


Trp 


50 










55 










60 










Ala Ala 


His 


Phe 


Gly 


Lys 


Leu 


Glu 


Cys 


Leu 


Val 


Gin 


Leu 


Val 


Arg 


Ala 


65 








70 










75 










80 


Gly Ala 


Thr 


Leu 


Asn 


Val 


Ser 


Thr 


Thr 


Arg 


Tyr Ala 


Gin 


Thr 


Pro 


Ala 






85 










90 










95 




His He 


Ala 


Ala 


Phe 


Gly 


Gly 


His 


Pro 


Gin 


Cys 


Leu 


Val 


Trp 


Leu 


He 
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145 










150 










155 










160 


Ala 


Leu 


Ala 


Gly 


Glu 


Tyr 


Gly Ala 


Val 


Thr 


Tyr 


Arg 


Lys 


Ser 


Lys 


Arg 










165 










170 










175 




Gly 


Pro 


Lys 


Gin 


Leu 


Ala 


Pro 


His 


Pro 


Asn 


He 


He 


Arg 


Val 


Leu 


Arg 








180 










185 










190 






Ala 


Phe 


Thr 


Ser 


Ser 


Val 


Pro 


Leu 


Leu 


Pro 


Gly 


Ala 


Leu 


Val 


Asp 


Tyr 






19S 










200 










205 








Pro 


Asp 


val 


Leu 


Pro 


Ser 


Arg 


Leu 


His 


Pro 


Glu 


Gly Leu Gly His 


Gly 




210 










215 










220 










Arg 


Thr 


Leu 


Phe 


Leu 


Val 


Met 


Lys 


Asn 


Tyr 


Pro 


Cys 


Thr 


Leu Arg 


Gin 


225 










230 










235 










240 


Tyr 


Leu 


Cys 


Val 


Asn 


Thr 


Pro 


Ser 


Pro 


Arg 


Leu 


Ala 


Ala 


Met 


Met 


Leu 










245 










250 










255 




Leu 


Gin 


Leu 


Leu 


Glu 


Gly 


Val 


Asp 


His 


Leu 


Val 


Gin 


Gin Gly 


He 


Ala 








260 










265 










270 




His 


Arg 


Asp 


Leu 


Lys 


Ser 


Asp 


Asn 


He 


Leu 


Val 


Glu 


Leu 


Asp 


Pro 


Asp 






275 










280 










285 








Gly 


Cys 


Pro 


Trp 


Leu 


Val 


He 


Ala 


Asp 


Phe 


Gly 


Cys 


Cys 


Leu 


Ala 


Asp 




290 










295 










300 










Glu 


Ser 


lie 


Gly 


Leu 


Gin 


Leu 


Pro 


Phe 


Ser 


Ser 


Trp 


Tyr 


Val 


Asp 


Arg 


305 










310 










315 










320 


Gly 


Gly 


Asn 


Gly 


Cys 


Leu 


Met 


Ala 


Pro 


Glu 


Val 


Ser 


Thr 


Ala 


Arg 


Pro 










325 










330 










335 




Gly 


Pro 


Arg 


Ala 


Val 


He 


Asp 


Tyr 


Ser 


Lys 


Ala 


Asp 


Ala 


Trp 


Ala 


Val 








340 










345 










350 






Gly 


Ala 


He 


Ala 


Tyr 


Glu 


He 


Phe 


Gly 


Leu 


Val 


Asn 


Pro 


Phe 


Tyr 


Gly 






355 










360 










365 








Gin 


Gly 


Lys 


Ala 


His 


Leu 


Glu 


Ser 


Arg 


Ser 


Tyr 


Gin 


Glu 


Ala 


Gin 


Leu 




370 






- 




375 










380 










Pro 


Ala 


Leu 


Pro 


Glu" 


Ser 


Val 


Pro 


Pro 


Asp 


Val 


Arg 


Gin 


Leu 


Val 


Arg 


385 










390 










395 










400 


Ala 


Leu 


Leu 


Gin 


Arg 


Glu 


Ala 


Ser 


Lys 


Arg 


Pro 


Ser 


Ala 


Arg 


Val 


Ala 










405 










410 










415 




Ala 


Asn 


Val 


Leu 


His 


Leu 


Ser 


Leu Trp Gly 


Glu 


His 


.He 


Leu 


Ala 


Leu 








420 










425 










430 






Lys 


Asn 


Leu 


Lys 


Leu 


Asp 


Lys 


Met 


Val 


Gly 


Trp 


Leu 


Leu 


Gin 


Gin 


Ser 






435 










440 










445 








Ala 


Ala 


Thr 


Leu 


Leu 


Ala 


Asn 


Arg 


Leu 


Thr 


Glu 


Lys 


Cys 


Cys 


Val 


Glu 




450 










455 










460 










Thr 


Lys 


Met 


Lys 


Met 


Leu 


Phe 


Leu 


Ala 


Asn 


Leu 


Glu 


Cys 


Glu 


Thr 


Leu 


465 










470 










475 










480 


Cys 


Gin 


Ala 


Ala 


Leu 


Leu 


Leu 


Cys 


Ser 


Trp 


Arg 


Ala 


Ala 


Leu 







485 490 

<210> 4123 

<211> 1095 

<212> DNA 

<213> Homo sapiens 

<400> 4123 

ctaagcactc caccttgccg aaatgcgcgg cccagtgcac gggcgtccag ccatagaagg 
60 . 

agtcctcaga ggccaggtgg gcgtggggtg tctgctgcag cagcgagcag agcgtggcca 
120 
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tgaaaagtga atggccaagc tggtctagta gatgaggctg gactgaggag gggtaggcct 
1740 

gcatccacag agaggatcca ggccaaggca ctggctgtca gtggcagagt ttggctgtga 
1800 

cctttgcccc taacacgagg aactcgtttg aagggggcag cgtagcatgt ctgatttgcc 
1860 

acctggatga aggcagacat caacatgggt cagcacgttc agttacggga gtgggaaatt 
1920 

acatgaggcc tgggcctctg cgttcccaag ctgtgcgttc tggaccagct. actgaattat 
1980 

taatctcact tagcgaaagt gacggatgag cagtaagtaa gtaagtgtgg ggatttaaac 
2040 

ttgagggtgt ccctcctgac tagcctctct tacaggaatt gtgaaatatt aaatgcaaat 
2100 

ttacaactgc agatgacgta tgtgccttga actgaatatt tggctttaag aatgattctt 
2160' 

cttatactct gaaggtgaga atattttgtg ggcaggtatc aacattgggg aagagagaga 
2220 

tttcatgtct aactaactaa ctttatacat gatttttagg aagctattgc ctaaatcagc 
2280 

gtcaacatgc agtaaaggtt gtcttcaact gagctgttct agttttctct tacccagcac 
2340 

tgtcatctag attttccatt tcagtgattc ccacccctcg gtctactagc aacaacaact 
2400 

ttcttgtatc ctttgaggag acgttaggga gaaccatcat ttcacagtta aaagaaagac 
2460 

agtccagtcc taggcaaaat ttcatgaagc 
2490 

<210> 4122 
<211> 494 
<212> PRT 

<213> Homo sapiens 



<400> 4122 


























Arg 


Ala 


Arg 


Gly 


Cys 


Ala 


Gly 


Pro 


Cys 


Gly 


Arg Ala 


Val 


Phe 


Leu 


Ala 


1 








5 










10 








15 




Phe 


Gly 


Leu 


Gly 


Leu 


Gly 


Leu 


He 


Glu 


Glu 


Lys Gin 


Ala 


Glu 


Ser 


Arg 








20 










25 








30 






Arg 


Ala 


Val 


Ser 


Ala 


Cys 


Gin 


Glu 


He 


Gin 


Ala He 


Phe 


Thr 


Gin 


Lys 






35 










40 








45 








Ser 


Lys 


Pro 


Gly 


Pro 


Asp 


Pro 


Leu 


Asp 


Thr 


Arg Arg 


Leu 


Gin 


Gly 


Phe 




50 










55 








60 










Arg 


Leu 


Glu 


Glu 


Tyr 


Leu 


He 


Gly 


Gin 


Ser 


He Gly 


Lys 


Gly 


Cys 


Ser 


65 










70 










75 








80 


Ala 


Ala 


Val 


Tyr 


Glu 


Ala 


Thr 


Met 


Pro 


Thr 


Leu Pro 


Gin 


Asn 


Leu 


Glu 










85 










90 








95 




Val 


Thr 


Lys 


Ser 


Thr 


Gly 


Leu 


Leu 


Pro 


Gly 


Arg Gly 


Pro 


Gly 


Thr 


Ser 








100 










105 








110 






Ala 


Pro 


Gly 


Glu 


Gly 


Gin 


Glu 


Arg 


Ala 


Pro 


Gly Ala 


Pro 


Ala 


Phe 


Pro 






115 










120 








125 








Leu 


Ala 


He 


Lys 


Met 


Met 


Trp 


Asn 


He 


Ser 


Ala Gly 


Ser 


Ser 


Ser 


Glu 




130 










135 








140 










Ala 


He 


Leu 


Asn 


Thr 


Met 


Ser 


Gin 


Glu 


Leu 


Val Pro 


Ala 


Ser 


Arg 


Val 
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ctgggcctca tcgaggaaaa acaggcggag agccggcggg cggtctcggc ctgtcaggag 
120 

atccaggcaa tttttaccca gaaaagcaag ccggggcctg acccgttgga cacgagacgc 
180 

ttgcagggct ttcggctgga ggagtatctg atagggcagt ccattggtaa gggctgcagt 
240 

gctgctgtgt atgaagccac catgcctaca ttgccccaga acctggaggt gacaaagagc 
300 

accgggttgc ttccagggag aggcccaggt accagtgcac caggagaagg gcaggagcga 
360 

gctccggggg cccctgcctt ccccttggcc atcaagatga tgtggaacat ctcggcaggt 
420 

tcctccagcg aagccatctt gaacacaatg agccaggagc tggtcccagc gagccgagtg 
480 

gccttggctg gggagtatgg agcagtcact tacagaaaat ccaagagagg tcccaagcaa 
540 

ctagcccctc accccaacat catccgggtt ctccgcgcct tcacctcttc cgtgccgctg 
600 

ctgccagggg ccctggtcga ctaccctgat gtgctgccct cacgcctcca ccctgaaggc 
660 

ctgggccatg gccggacgct gttcctcgtt atgaagaact atccctgtac cctgcgccag 
720 

tacctttgtg. tgaacacacc cagcccccgc ctcgccgcca tgatgctgct gcagctgctg 
780 

gaaggcgtgg accatctggt tcaacagggc atcgcgcaca gagacctgaa atccgacaac 
840 

atccttgtgg agctggaccc agacggctgc ccctggctgg tgatcgcaga ttttggctgc 
900 

tgcctggctg atgagagcat cggcctgcag ttgcccttca gcagctggta cgtggatcgg 
960 

ggcggaaacg gctgtctgat ggccccagag gtgtccacgg cccgtcctgg ccccagggca 
1020 

gtgattgact acagcaaggc tgatgcctgg gcagtgggag ccatcgccta . tgaaatcttc 
1080 

gggcttgtca atcccttcta cggccagggc aaggcccacc ttgaaagccg cagctaccaa 
1140 

gaggctcagc tacctgcact gcccgagtca gtgcctccag acgtgagaca gttggtgagg 
1200 

gcactgctcc agcgagaggc cagcaagaga ccatctgccc gagtagccgc aaatgtgctt 
1260 

catctaagcc tctggggtga acatattcta gccctgaaga atctgaagtt agacaagatg 
1320 

gttggctggc tcctccaaca atcggccgcc actttgttgg ccaacaggct cacagagaag 
1380 

tgttgtgtgg aaacaaaaat gaagatgctc tttctggcta acctggagtg tgaaacgctc 
1440 

tgccaggcag ccctcctcct ctgctcatgg agggcagccc tgtgatgtcc ctgcatggag 
1500 . 

ctggtgaatt actaaaagaa cttggcatcc tctgtgtcgt gatggtctgt gaatggtgag 
1560 

ggtgggagtc aggagacaag acagcgcaga gagggctggt tagccggaaa aggcctcggg 
1620 

cttggcaaat ggaagaactt gagtgagagt tcagtctgca gtcctgtgct cacagacatc 
1680 
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<400> 4119 „ .„ 

nnagatctcc aacctctgac aagttgtcat ggcaaagtcc taagaaggat catggcaatt 

agggtggctc tccatgtccc atgacgaaac ccaaacactg aatgttgtgc aaccataaaa 

120 

accaattttc tgaactacaa aaatgatcga accataaaaa tcaggaacac ctctggttcc 

180 

agtcagacta aagatcagag gatccctggt cgtccagcct tccaacatcc ctgaccttct 

gaagtctaag atctctagct gggatgtgct tcttctcctt tcttcttact gtaacacctc 

300 

ttcctacaga gctctggcct ctctacatgg attgggaacc agatgttgtc cctgagcagc 

ctcccaccgt gggctgtcac cctgctggca tgcatcctcg tgtccattgt cactgagttt 

gtgagcaacc cagcaaccat caccatcttc ctgcccatcc tgtgcagcct ggtgagtaat 

gcggagctcc cagacatcca gacaggctgt cccaggggcc tggagtggca ggcctggctc 

540 

agggcagctt ccgtagctgt aggctctcct ctggttactg cccacagcct tcactaattg 

600 ^ . 

gtgttcaatt cctactttga aaaatgaagt ttttcaaata gcaactagt 

649 

<210> 4120 
<211> 100 
<212> PRT 

<213> Homo sapiens 

<400> 4120 , 

His Leu Phe Leu Gin Ser Ser Gly Leu Ser Thr Trp lie Gly Asn Gin 

1 5 .10 15 

Met Leu Ser Leu Ser Ser Leu Pro Pro Trp Ala Val Thr Leu Leu Ala 

20 25- 30 

Cys He Leu Val Ser He Val Thr Glu Phe Val Ser Asn Pro Ala Thr 

35 40 45 ' 

lie Thr He Phe Leu Pro He Leu Cys Ser Leu Val Ser Asn Ala Glu 

50 55 60 

Leu Pro Asp lie Gin Thr Gly Cys Pro Arg Gly Leu Glu Trp Gin Ala 
65 70 75 80 - 

Trp Leu Arg Ala Ala Ser Val Ala Val Gly Ser Pro Leu Val Thr Ala 
85 90 95 

His Ser Leu His 
100 

<210> 4121 

<211> 2490 

<212> DNA 

<213> Homo sapiens 



cgggccaggg gctgcgcggg cccttgcggc cgggcagtct . ttctggcctt cgggctaggg 
60 
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cctgcctggc tggggactaa gcagtgtcca gagtgggggc agggagaaca gagggcttga 
300 

ggagggaggc agaggcctgt cagtgggtac cctcctccct cccatgcaca tctaggtccc 
360 

caggcacagc ctgctgtaca agcacacgac tggcctgggt gtgggcgttg gcctcagcca 
420 

cctggaggca tcttggagtg ggagaggtgt gttggttgcc caaggccagc cagacctgcg 
480 

tcaccgtcac cgggagaagc taccccgccc ccttcttcag ggatctccgc agtgaagcct 
540 

cctctaagga gtcctaggac tctcccttta gagttgggga caggggggtg tgtttgtgct 
600 

ggcctgggtc caaatactcc agggtgtcag ctccatcccc ctgctgtcct ^ctgtccccag 
660 

gggctgggaa gacaccaacg gctgtgaaca aactcgctga tttcttcacc aagacggtga 
720 

ggcggaggca ctggctgcaa aagtccaccc cctctagacc tctgcaacca cagaatcccc 
780 

agcccaaagg cctttgctgg tttgagttga attcagtgtg gactgaagga aaaacatatc 
840 

tattcacacc tcagagtgac catccgagct cctggtgact ggaaaaaaga aatgggtcac 
900- 

cctttggcct gcgaggactg ggcgggaggc cccagcccag gcgacacagg agcttccacc 
960 

tcccttcacg cgt 
973 

<210> 4118 

<211> 128 

<212> PRT 

<213> Homo sapiens 



<400> 4118 



Gly Gly Arg 


Gin Arg 


Pro 


Val 


Ser 


Gly 


Tyr Pro Pro 


Pro 


Ser 


His 


Ala 


1 


5 










10 






15 




His Leu Gly 


Pro Gin 


Ala 


Gin 


Pro 


Ala 


Val Gin Ala 


His 


Asp 


Trp 


Pro 




20 








25 






30 






Gly Cys Gly 


Arg Trp 


Pro 


Gin 


Pro 


Pro 


Gly Gly He 


Leu 


Glu 


Trp 


Glu 


35 








40 






45 








Arg Cys Val 


Gly, Cys 


Pro 


Arg 


Pro 


Ala 


Arg Pro Ala 


Ser 


Pro 


Ser 


Pro 


50. 






55 






60 










Gly Glu Ala 


Thr Pro 


Pro 


Pro 


Ser 


Ser 


Gly He Ser 


Ala 


Val 


Lys 


Pro 


65 




70 








75 








80 


Pro Leu Arg 


Ser Pro 


Arg 


Thr 


Leu 


Pro 


Leu Glu Leu 


Gly 


Thr 


Gly 


Gly 




85 










90 






95 




Cys Val Cys 


Ala Gly Leu 


Gly Pro 


Asn 


Thr Pro Gly 


Cys 


Gin 


Leu 


His 


100 








105 






110 






Pro Pro Ala 


Val Leu 


Cys 


Pro 


Gin 


Gly 


Leu Gly Arg 


His 


Gin 


Arg 


Leu 


115 








120 






125 









<210> 4119 

<211> 649 

<212> DNA 

<213> Homo sapiens 
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agtcccgagg gcccggccct gtctgcccat gacttcactg gtgtgagctt gtccgccatg 



780 



ctgtaccctg caacatcctg agaccaaaga ccttgtgccc ttcccaggag ccgcggagga 



840 



ggacagtgag ggaggaatgg aaacgagaga tgtgaagttg gcagccgggg catggcgttc 



900 



aagattttgg agatgaactg attccgccca aatagaatca tgtttatttt ttcagctctc 
960 

ccttttatca ttattcacac tcctctgccc tcgatttgca tgaagttgaa aattgttgcg 
1020 

atttattttt tcaagagatc atgtttttaa agtgtc 
1056 

<210> 4116 

<211> 151 

<212> PRT 

<213> Homo sapiens 

<400> 4116 

Met Lys Phe Glu Ala Ser Ala Phe Ser Tyr Tyr Gly Val Met Ala Leu 

1 5 10 15 

Thr Ala Ser Pro Gly Glu Asn Lys Ser Pro Pro Arg Pro Cys Gly Leu 

20 • 25 30 

Asn His Ser Asp Ser Leu Ser Arg Ser Asp Arg lie Asp Ala Val Thr 

35 .40 45 

Pro Thr Leu Gly Ser Ser Asn Asn Gin Leu Asn Ser Ser Leu Leu Gin 

50 55 60 

Val Tyr lie Pro Asp Tyr Ser Val Arg Ala Leu Ser Asp Leu Gin Phe 
65 70 . 75 80 

Val Lys lie Ser Arg Gin Gin Tyr Gin Asn Ala Leu Met Ala Ser Arg 
85 90 95 - 

Met Asp Lys Thr Pro Gin Ser Ser Asp Ser Glu Asn Thr Lys He Glu 

100 ' 105 HO 

Leu Thr Leu Thr Glu Leu His Asp Gly Leu Pro Asp Glu Thr Ala Asn 

115 120 125 

Leu Leu Asn Glu Gin Asn Cys Val Thr His Ser Lys Ala Asn His Ser 

130 135 140 

Leu His Asn Glu Gly Ala He 
145 ISO 

<210> 4117 

<211> 973 

<212> DNA 

<213> Homo sapiens 

<400> 4117 

nnagaccgcg ttgtcgtctc tccgggggag tgagggctga aggggtggct cctgcagtcc 

ggctgccaga ggctccccag gcaccggtcc ctgcaggcat ttggcactag ggaaggttcc 

120 ^ fc 

tgggtctcct gggcaccact cagagctctg tgcctgtggg tccaacaagt ccagagctgt 

180 

tggcactggt gcttcccggc tctggggcag tccgggggct gcaagtggaa acccaggggc 
240 
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210 215 220 

Ser Glu Gin Ala Glu Lys Ser Pro Gly Pro He Val Ser Arg Thr Arg 
225 230 235 240 

Ser Trp Asp Ser Ser Ser Pro Val Asp Arg Pro Glu Pro Glu Ala Ala 

245 250 255 

Ser Pro Thr Thr Arg Thr Arg Pro Val Thr Arg Ser Met Gly Thr Gly 

260 265 270 

Asp Thr Pro Gly Leu Glu Val Pro Ser Ser Xaa Ser Ala Glu Ser Gin 

275 280 285 

Ala Ser Ser Leu Cys Ser Ser Ser Ser Ser Asp Thr Ser Ser Arg Ser 

290 295 300 

Phe Phe Asp Pro Thr Ser Gin His Arg Asp Trp Cys Pro Trp Val Asn 
305 310 315 320 

He Thr Leu Gly Lys Glu Ser Arg Glu Asn Gly Gly Thr Glu Pro Asp 

325 330 335 

Ala Ser Ala Pro Ala Glu Pro Gly Trp Lys Ala Val Leu Thr He Leu 

340 345 350 

Leu Ala His Lys Gin Ser Ser Gin Pro Ala Glu Thr Asp Ser Met Ser 

355 360 365 

Leu Ser Glu Lys Ser Arg Lys Val Phe Arg He Phe Arg Gin Trp Glu 

370 375 380 

Ser Leu Cys Ser Cys 
385 

<210> 4115 
<211> 1056 

<212> DNA . ' 

<213> Homo sapiens 

<400> 4115 

ccaaatccag ttttcatatt taaagcgaat gagccccctc ctctcagtgg gaaagatgag 
60 

ctgaagcttt actccctcga tagtgttggg aaaagaaatc agacaaaaat ctaaggaagg 
120 

accaaatatt gtacagagtg tgccagtagg cttttgcaac tggactgaaa atacctgcct 
180 

tttctctcca caggggaaag tggaagttga agctgggaaa gaaggtatga agtttgaagc 
240 

gagcgccttc tcatactatg gcgtgatggc cctgacagcc tctccaggtg aaaataagtc 
300 

ccctcctcgc ccatgtggct tgaatcactc agactctctc agtcgaagcg accggattga 
360 

cgccgtcaca ccaacactgg ggagcagcaa taaccagctc aattcttcgc tcctccaagt 
420 

ctacatcccc gattactcgg tgcgagccct ttcggatctg cagtttgtta agatctcaag 
480 

acagcaatac caaaatgcct tgatggcatc ccggatggac aaaacccccc agtcttcaga 
540 

cagtgaaaac actaaaatcg aattgactct tacggagctg catgacgggt tgccagacga 
600 

gacagccaac ctgctcaacg aacagaactg tgtgacgcac agtaaggcca accacagcct 
660 

gcacaacgaa ggcgccatct aggccgcgct ggctgcaccc gcccaggccc gcacccgccc 
720 
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aatggtggaa ctgaaccaga tgccagcgcc ccagcagagc caggctggaa agcagtgctg 
1380 

accatcctct tggcgcacaa acagtctagc cagccagctg aaacggactc catgagtctc 
1440 

tctgagaaat caaggaaagt attccgaata tttcggcagt gggaatctct gtgctcatgc 
1500 

tgaagatact ccagcgcctt cctggagata gctggaatga gagtgacttt ttgaaaaatt 
1560 

aaggctgagt tcctttcggt cagctgacac taagtttttc ctgttctggg ttaatcataa 
1620 

ggagccccct gccatagcaa aggcagtgag tgtcaactat ctgcatctgg ctgagagaga 
1680 

cccgtttcct ttcagggatg tggacagggt aagggcagca agcatggttc tgttaaagga 
1740 

gtgtggggtt aacagactag aaggaagact aaggacctga ccacccattt cagcatcttc 
1800 

aatgtggagc agtgttctga ggactcttct atcctaggac tatgacagtg tgtattaata 
1860 

aaatatttgc taagaaaaaa aaaaaaaaaa aaaa 
1894 

<210> 4114 

<211> 389 

<212> PRT 

<213> Homo sapiens 

<400> 4114 

Met Leu Lys Cys Ser Ser Cys Gin Ala Phe Leu Cys Ala Ser Leu Gin 

1 5 10 15 

Pro Ala Phe Asp Phe Asp Arg . Tyr Lys Gin Arg Cys Ala Glu Leu Lys 

20 25 30 

Lys Ala Leu Cys Thr Ala His Glu Lys Phe Cys Phe Trp Pro Asp Ser 

.35 40 45 

Pro Ser Pro Asp Arg Phe Gly Met Leu Pro Leu Asp Glu Pro Ala lie 

50 .55 60 

Leu Val Ser Glu Phe Leu Asp Arg Phe Gin Ser Leu Cys His Leu Asp 
65 70 75 80 

Leu Gin Leu Pro Ser Leu Arg Pro Glu Asp Leu Lys Thr Met Cys Leu 

85 90 , 95 

Thr Glu Asp Lys lie Ser Leu Leu Leu His Leu Leu Glu Asp Glu Leu 

100 105 110 

Asp His Arg Thr Asp Glu Arg Lys Thr Thr lie Lys Leu Gly Ser Asp 

115 120 125 

He Gin Val His Val Thr Ala Cys He Leu Ser Val Cys Gly Trp Ala 

130 135 140 

Cys Ser Ser Ser Leu Glu Ser Met Gin Leu Ser Leu He Ala Cys Ser 
145 150 155 160 

Gin Cys Met Arg Lys Val Gly Leu Trp Gly Phe Gin Gin He Glu Ser 

165 170 175 

Ser Met Thr Asp Leu Asp Ala Ser Phe Gly Leu Thr Ser Ser Pro He 

180 185 190 

Pro Gly Leu Glu Gly Arg Pro Glu Arg Leu Pro Leu Val Pro Glu Ser 

195 200 205 

Pro Arg Arg Met Met Thr Arg Ser Gin Asp Ala Thr Phe Ser Pro Gly 
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755 760 765 

Lys Glu Asp Pro Gly Lys Val 
770 J 775 

<210> 4113 
<211> 1894 
<212> DNA 

<213> Homo sapiens . 
<400> 4113. 

cgccctgtga gggacaagcg tttgccgtag gggttgaaaa gaattggggt gcagtagttc 
60 

gctccccaga agggaccccc cagaaaatcc ggcagctgat agatgagggg attgccccgg 
120 

taagagggag gcgtggacgc gaaggacacg tctgccacat cccagtcagt taatggatca 
180 

ccccaagcgg aacaaccttc attggaatct acaagcaaag aagccttctt tagcagagtg 
240 

gaaacatttt cttctttgaa atgggcgggt aagccctttg agctgtctcc actcgtctgt 
300 

gcaaaatatg gctgggtcac agtggaatgt gatatgctca agtgctctag ctgtcaagct 
360 

tttctctgtg ccagtttaca accagctttt gactttgaca gatataagca acgatgtgct 
420 

gagctgaaga aagccttgtg tactgcccat gagaagttct gtttctggcc agacagccca 
480 

tccccagacc gatttgggat gttgcccctg gatgagcctg ctattcttgt tagtgaattc 
540 . 

ctagatcgtt ttcaaagcct ttgtcacttg gacctccagc ttccttccct aaggccggag 
600 

gacttgaaaa ctatgtgctt gacagaagac aagatcagtc ttctcctaca cttgcttgaa 
660 

gatgaacttg atcaccgaac tgatgagaga aaaactacaa tcaaattagg ctcagacatc 
720 

caagtccacg tcactgcctg tattctctct gtgtgtggct gggcgtgtag ttcctctttg 
780 

gaatccatgc agctctccct gatagcatgt tcgcaatgta tgaggaaggt ggggctctgg 
840 

ggcttccagc agattgaatc gtccatgact gacctggatg catcctttgg cctgaccagc 
900 

tccccaatcc caggccttga ggggcgacca gagcgcttac ctctggtgcc tgaatctcct 
960 

cggaggatga tgacccggag ccaggatgcc actttctccc caggctcaga gcaggctgaa 
1020 

aagagccctg gtcccattgt ctctcgaact cggagctggg actcttccag tcctgttgac 
1080 

cgtcctgagc cagaggctgc tagccccacc accagaactc gcccagtgac ccgaagcatg 
1140 

ggaacaggag acacccctgg cctggaggta ccatctagcn cctctgcgga aagccaagcg 
1200 

agctcgctct gctcctccag cagttcggac acatcttccc gaagcttctt tgatcccacc 
1260 

tctcagcata gagactggtg cccttgggtg aatatcacac ttggcaaaga aagcagggag 
1320 
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Asp Tyr Phe Asp 
340 

Gly Leu Ala Tyr 
355 

Asn Thr Leu Pro 
370 

Leu Leu Phe Glu 
385 

Thr Leu Arg Met 

Ala Tyr Arg, Val 
420 

Cys lie Tyr Pro 
435 

Glu His lie Thr 
450 

Ser Ser Tyr Phe 
465 

Gin Trp Glu Tyr 

Arg Lys lie Leu 
500 

Asp Pro Arg Leu 

.515 

Pro Glu Ala, lie 
530 

Gin Thr Thr Met 
545 

Leu Asn Asp Thr 

Val He He Thr 
580 

Pro Asn Phe Pro 
595 

Ala Pro . He Val 
610 

Pro Gly Phe Lys 
625 

Thr Gly Tyr Val 

Cys Val Glu Ser 
660 

Lys Pro Lys Ala 
675 

Val Arg Leu Tyr 
690 

Thr Glu Val Pro 
705 

His Val Val Asp 

Pro Phe Asp Lys 
740 

Pro Asp Ser His 



325 

Gin Leu Tyr Ala 

Val Cys His Gin 
360 

Ser Pro Trp Arg 
375 

Ala Met Arg Lys 
390 

Lys Leu Val Met 
405 

Lys Tyr Thr Pro 

Thr Tyr Asp Tyr 
440 

His Ser Leu Cys 
455 

Trp . Leu Cys Asn 
470 

Gly Arg Leu Asn 
485 

Gin Leu Val Ala 

Phe Thr Leu Thr 
520 

Asn Asn Phe Cys 
535 

Glu Pro His Leu 
550 

Ala Pro Arg Ala 
565 

Asn Phe Pro Ala 

Ala Asp Glu Thr 
600 

Phe He Glu Arg 
615 

Arg Leu Ala Trp 
630 

lie Glu Leu Gin 
645 

Leu Glu Val Thr 

Phe He. His Trp 
680 

Glu Arg Leu Phe 
695 

Gly Gly Phe Leu 
710 

Ala Ala Leu Val 
725 

Phe Gin Phe Glu 
Gin Gly Lys Leu 



330 

Trp Ala Val Glu 
345 

Arg Gly Glu Glu 

Asp Arg Pro Met 
380 

Gly Lys Phe Ser 
395 

Glu Asp Gly Lys 
410 

His His Arg Thr 
425 

Thr His Cys Leu 

Thr Lys Glu Phe 
460 

Ala Leu Asp Val 
475 

Leu His Tyr Ala 
490 

Thr Gly Ala Val 
505 

Aia Leu Arg Arg 

Ala Arg Val Gly 
540 

Leu Glu Ala Cys 
555 

Met Ala Val Leu 
570 

Ala Lys Ser Leu 
585 

Lys Gly Phe His 

Thr Asp Phe Lys 
620 

Gly Gin Pro Val 
635 

His Val Val Lys 
650 

Cys Arg Arg Ala 
665 

Val Ser Gin Pro 

Gin His Lys Asn 
700 

Ser Asp Leu Asn 
715 

Asp Cys Ser Val 
730 

Arg Leu Gly Tyr 
745 

Val Phe Asn Arg 



335 

Leu lie Arg Arg 
350 

Leu Lys Gly His 
365 

Glu Glu Ser Leu 

Glu Gly Glu Ala 
400 

Met Asp Pro Val 
415 

Gly Asp Lys Trp 
430 

Cys Asp Ser He 
445 

Gin Ala Arg Arg 

Tyr. Cys Pro Val 
480 

Val Val Ser Lys 
495 

Arg Asp Trp Asp 
510 

Arg Gly Phe Pro 
525 

Val Thr val Ala 

Val Arg Asp Val 
560 

Glu Ser Leu Arg 
575 

Asp He Gin Val 
590 

Gin Val Pro Phe 
605 

Glu Glu Pro Glu 

Gly Leu Arg His 
640 

Gly Pro Ser Gly 
655 

Asp Ala Gly Glu 
670 

Leu Met Cys Glu 
685 

Pro Glu Asp Pro 

Leu Ala Ser Leu 
720 

Ala Leu Ala Lys 
735 

Phe Ser Val Asp 
750 

Thr Val Thr Leu 
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ggaagcactg aacctacctc atcctcctgg agggtgtggc taccctcgcc accccaaatt 
2520 

ccatgtcaat aaagaacagc taaattcaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
2580 

aaaaaaaaag atctttaat. 
2599 

<210> 4112 
<211> 775 
<212> PRT 

<213> Homo sapiens 
<400> 4112 

Met Ala Ala Leu Asp Ser Leu Ser Leu Phe Thr Ser Leu Gly Leu Ser. 

1 5 10 .15 

Glu Gin Lys Ala Arg Glu Thr Leu Lys Asn Ser Ala Leu Ser Ala Gin 

20 - 25 30 

Leu Arg Glu Ala Ala Thr Gin Ala Gin Gin Thr Leu Gly Ser Thr He 

35 40 45 

Asp Lys Ala Thr Gly He Leu Leu Tyr Gly Leu Ala Ser Arg Leu Arg 

50 55 60. 

Asp Thr Arg Arg Leu Ser Phe Leu Val Ser Tyr He Ala Ser Lys Lys 
65 70 75 80 

He His Thr Glu Pro Gin Leu Ser Ala Ala Leu Glu Tyr Val Arg Ser 

85 90 95 

His Pro Leu Asp Pro He Asp Thr Val Asp Phe Glu Arg Glu Cys Gly 

100 105 110 

Val Gly Val lie Val Thr Pro Glu Gin He Glu Glu Ala Val Glu Ala 

115 120 125 

Ala He Asn Arg His Arg Pro Gin Leu Leu Val Glu Arg Tyr His Phe 

130 135 140 

Asn Met Gly Leu Leu Met Gly Glu Ala Arg Ala Val Leu Lys Trp Ala 
145 150 155 160 

Asp Gly Lys Met He Lys Asn Glu Val Asp Met Gin Val Leu His Leu 

165 170 175 

Leu Gly Pro Lys Leu Glu Ala Asp Leu Glu Lys Lys Phe Lys Val Ala 

180 185 190 

Lys Ala Arg Leu Glu Glu Thr Asp Arg Arg Thr Ala Lys Asp Val Val 

195 '200 205 

Glu Asn Gly Glu Thr Ala Asp Gin Thr Leu Ser Leu Met Glu Gin Leu 

210 215 220 

Arg Gly Glu Ala Leu Lys Phe His Lys Pro Gly Glu Asn Tyr Lys Thr 
225 230 235 240 

Pro Gly Tyr Val Val Thr Pro His Thr Met Asn Leu Leu Lys Gin His 

245 250 255 

Leu Glu He Thr Gly Gly Gin Val Arg Thr Arg Phe Pro Pro Glu Pro 

260 265 270 

Asn Gly He Leu His He Gly His Ala Lys Ala He Asn Phe Asn Phe 

275 280 285 

Gly Tyr Ala Lys Ala Asn Asn Gly He Cys Phe Leu Arg Phe Asp Asp 

290 295 300 

Thr Asn Pro Glu Lys Glu Glu Ala Lys Phe Phe Thr Ala He Cys Asp 
305 310 315 320 

Met Val Ala Trp Leu Gly Tyr Thr Pro Tyr Lys Val Thr Tyr Ala Ser 
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tacaagaccc caggctatgt ggtcactcca cacaccatga atctactaaa gcagcacctg 
900 

gagattactg gtgggcaggt acgtacccgg ttcccgccag aacccaatgg aatcctgcat 

960 fc 
attggacatg ccaaagccat caatttcaac tttggctatg ccaaggccaa caatggcatc 

1020 

tgttttctgc gttttgatga caccaaccct gagaaggagg aagcaaagtt cttcacggcc 
1080 

atctgtgaca tggtagcccg gctaggctac acaccttaca aagtcacata tgcgtctgac 

tattttgacc agctatatgc gtgggctgtg gagctcatcc gcaggggtct ggcttatgtg 
1200 

tgccaccagc gaggagagga gctcaaaggc cataatactc tgccttcacc ctggagagac 
1260 

cgtcccatgg aggagtcact gctgctcttt gaggcaatgc gcaagggcaa gttttcagag 

ggcgaggcca cactacggat gaagctggtg atggaggatg gcaagatgga ccctgtagcc 
1380 

tatcgagtca agtatacacc acaccaccgc acaggggaca aatggtgcat ctatcccacc 
1440 

tacgactaca cacactgcct ctgtgactcc atcgagcaca tcactcactc actctgcacc 
aaggaattcc aggcccgacg ctcttcctac ttctggcttt gcaatgcact ggacgtctat 
tgccctgtgc agtgggagta tggccgcctc aacctgcact atgctgttgt ctctaagagg 
algatcctcc agcttgtagc aactggtgct gtgcgggact gggatgaccc acggctcttt 
acLtcacgg ccctgcgacg gcggggcttc ccacctgagg ccatcaacaa cttctgtgcc 
cgggtgggag tgactgtggc acaaaccaca atggagccac atcttctaga agcctgtgtg 
cgtgatgtgc tgaatgacac agccccacga gccatggctg tgctggagtc actacgggtc 

atcatcacca actttcctgc tgccaagtcc ttggacatcc aggtgcccaa cttcccagct 

1920 ' 
gatgagacca aaggcttcca tcaggttccc tttgcaccca ttgtcttcat tgagaggact 

gacttcaagg aggagccaga gccaggattt aagcgcctgg cttggggcca gcctgtgggc 
2040 

ctgaggcata caggctacgt cattgagctg cagcatgttg tcaagggccc cagtggttgt 
2100 

gtagagagtc tggaggtgac ctgcagacgg gcagatgctg gagagaagcc aaaggccttt 

2160 ^ tt 

attcactggg tgtcacagcc tttgatgtgt gaggttcgcc tctatgagcg actattccag 

2220 

cacaagaacc ctgaagatcc tactgaggtg cctggtggat ttttaagtga cctgaacctg 

gcatcactac acgtggtgga tgcagcatta gtggactgct ctgtggccct ggcaaaaccc 
2340 

ttcgacaagt tccagtttga gcgtcttgga tatttctccg tggatccaga cagccatcag 

2400 _ . 

ggaaagcttg tctttaaccg aactgtcaca ctgaaggaag acccaggaaa ggtgtgagct 

2460 
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225 








23 0 










240 


Leu 


Cys 


Leu 


Gly 


Ser Ser 


Leu 


Lys Val 


T.pn T.v^ Lvs Tvr Pro 


ArQ 


Leu 










245 








255 




Trp 


Cys 


Met 


Thr 


Lys Pro 


Pro 


Ala Gly 


ri v n y/-r Tjpii Tvr He 


Val 


Asn 




260 






265 


270 






Leu 


pi 

\j xn 


Trp 




Pro Lys 


Asp 


Asp Trp 


Ala Ala Leu Lys Leu 


His 


Gly 






275 








280 


285 






Lys 


Cys 


Asp 


Asp 


Val Met 


Arg 


Leu Leu 


Met Ala Glu Leu Gly 


Leu 


Glu 




290 








295 




300 






lie 


Pro 


Ala 


Tyr 


Ser Arg 


Trp 


Gin Asp 


Pro He Phe Ser Leu 


Ala 


Thr 


305 








310 






315 




320 


Pro 


Leu 


Arg 


Ala 


Gly Glu 


Glu 


Gly Ser 


His Ser Arg Lys Ser 


Leu 


Cys 








325 






330 


335 




Arg 


Ser 


Arg 


Glu 


Glu Ala 


Pro 


Pro Gly 


Asp Arg Gly Ala. Pro 


Leu 


Ser 






340 






345 


350 






Ser 


Ala 


Pro 


lie 


Leu Gly Gly Trp Phe 


Gly Arg Gly Cys Thr 


Lys 


Arg 






3 55 








360 


365 






Thr 


Lys 


Arg 


Lys 


Lys Val 


Thr 











370 375 



<210> 4111 

<211> 2599 

<212> DNA 

<213> Homo sapiens 

<400> 4111 

nccttgtagt tctcaccagg cttgtggaac ttaagggcct ccccccggag ctgctccatc 
60 

agagacaggg tctggtcagc agtctcgcca ttctccacca catccttttt agtttccggt- 
120 

gtctctgcaa- tggcggctct agactccctg tcgctcttca ctagcctcgg cctgagcgag 
180 

cagaaggccc gcgagacgct caagaactcg gctctgagcg cgcagctgcg cgaggccgct 
240 

actcaggctc agcagaccct gggttccacc attgacaaag ctaccgggat cctgttatat 
300 

ggcttggcct cccgactcag ggatacccgg cgtctctcct tccttgtaag ctacatagcc 
360 

agtaagaaga tccacactga gccccagcta agcgctgccc ttgagtatgt gcggagtcac 
420 

cccttggacc ccatcgacac tgtggacttc gagcgggaat gtggcgtggg tgtcattgtg 
480 

accccagagc agattgagga ggctgtggag gctgctatta acaggcaccg gccccagctc 
540 

ctggtggaac gttaccattt caacatgggg ctgctgatgg gagaggctcg ggctgtgctg 
600 

aagtgggcag atggcaaaat gatcaagaat gaagtggaca tgcaggtcct ccaccttctg 
660 

ggccccaagt tggaggctga tctggagaag aagttcaagg tggcaaaagc tcggctagaa 
720 

gaaacagacc ggaggacggc aaaggatgtg gtggagaatg gcgagactgc tgaccagacc 
780 

ctgtctctga tggagcagct ccggggggag gcccttaagt tccacaagcc tggtgagaac 
840 
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tgaagaacag ttggcacttt gcagatggcc agtgtcacgg tgaaggctgg gttgccccca 
1200 

cgggtctagg gagaacgaac tctttgggga tgacattttc accgtgacat ttttagccat 
1260 

ttgtccttga ggaagcccct tgcactgctg cggttgtacc ctgatacggc ctggccatcg 
1320 

aggacacctg cccatccggc ctctgtgtca agaggtggca gccgcacctt tctgtgagaa 
1380 

cggaactcgg gttatttcag ccccggcctg cagagtggaa gcgcccagcg gcctttcctc 
1440 

gctcaccagg ccagtctcag ggcctcaccg tatttctact actacttaat gaaaaagtgt 
1500 

gaactttata gaatcctctc tgtactggat gtgcggcaga ggggtggctc cgagcctcgg 
1560 

ctctatgcag acctttttat ttctattaaa cgtttctgca ctggcaaaaa aaaaaaaaaa 
1620 

aaaaaaaaaa aaaaaaa 
1637 

<210> 4110 
<211> 375 
<212> PRT 

<213> Homo sapiens 



<400> 4110 



Ala 


Ala 


Leu 


Lys 


Leu 


His 


Gly 


Lys 


Cys Asp Asp Val 


Met 


Arg 


Leu 


Leu 


l 






5 








10 






15 




Met 


Ala 


Glu 


Leu 


Gly 


Leu- 


Glu 


He 


Pro Ala Tyr Ser 


Arg 


Trp 


Gin 


Asp 








20 










2 5 * 




30 






Pro 


He 


Phe 


Ser 


Leu 


Ala 


Thr 


Pro 


Leu Arg Ala Gly 


Glu 


Glu 


Gly 


Ser 






35 










40 




45 








His 


Ser 


Arg 


Lys 


Ser 


Leu 


Cys 


Arg 


Ser Arg Glu Glu 


Leu 


Arg 


Gly 


Lys 




50 










55 




60 










Val 


Arg 


Glu 


Leu 


Ala 


Ser 


Ala 


Val 


Arg Asn Ala Lys 


Tyr 


Leu 


Val 


Val 


65 








70 






75 








80 


Tyr Thr Gly Ala 


Gly 


He 


Ser 


Thr 


Ala Ala Ser He 


Pro 


Asp 


Tyr 


Arg 










85 








90 






95 




Gly 


Pro 


Asn 


Gly 


Val 


Trp 


Thr 


Leu 


Leu Gin Lys Gly Arg 


Ser 


Val 


Ser 






100 










105 




110 






Ala 


Ala 


Asp 


Leu 


Ser 


Glu 


Ala 


Glu 


Pro Thr Leu Thr 


His 


Met 


Ser 


He 






115 










120 




125 








Thr 


Arg 


Leu 


His 


Glu 


Gin 


Lys 


Leu 


Val Gin His Val 


Val 


Ser 


Gin 


Asn 




130 










135 




140 










Cys Asp Gly 


Leu 


His Leu Arg Ser Gly Leu Pro Arg 


Thr 


Ala 


He 


Ser 


14 5 










150 






155 








160 


Glu 


Leu 


His 


Gly 


Asn 


Met 


Tyr 


He 


Glu Val Cys Thr 


Ser 


Cys 


Val 


Pro 










165 








170 






175 




Asn Arg 


Glu 


Tyr 


Val 


Arg 


Val 


Phe 


Asp Val Thr Glu Arg 


Thr 


Ala 


Leu 








180 










185 




190 






His 


Arg 


His 


Gin 


Thr Gly Arg 


Thr 


Cys His Lys Cys 


Gly 


Thr 


Gin 


Leu 




195 










200 




205 








Arg 


Asp 


Thr 


He 


Val 


His 


Phe Gly Glu Arg Gly Thr 


Leu 


Gly 


Gin 


Pro 


210 










215 




220 










Leu 


Asn 


Trp 


Glu 


Ala 


Ala 


Thr 


Glu 


Ala Ala Ser Arg 


Ala 


Asp 


Thr 


He 
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210 215 220 

Gin Pro Arg Cys Ser Glu Glu Asp Leu Lys Ala He Gin Asp Met Phe 
225 230 235 240 

Pro Asn Met Asp Gin Glu Val He Arg Ser Val Leu Glu Ala Gin Arg 

245 250 255 

Gly Asn Lys Asp^ Ala Ala He Asn Ser Leu Leu Gin Met Gly Glu Glu 
260 265 270 

Pro 



<210> .4109 

<2H> 1637 

<212> DNA 

<213> Homo sapiens 

<400> 4109 

gctgccctga agctacatgg gaagtgtgat gacgtcatgc ggctcctcat ggccgagctg 
60 - 
ggcttggaga tccccgccta tagcaggtgg caggatccca ttttctcact ggcgactccc 
120 

ctgcgtgctg gtgaagaagg cagccacagt cggaagtcgc tgtgcagaag cagagaggag 
180 

ctgcggggga aggtccggga gctggccagc gccgtccgga acgccaaata cttggtcgtc 
240 

tacacaggcg cgggaatcag cacggcagcg tctatcccag actaccgggg ccctaatgga 
300 

gtgtggacac tgcttcagaa agggagaagc gttagtgctg ccgacctgag cgaggccgag 
360 

ccaaccctca cccacatgag catcacccgt ctgcatgagc agaagctggt gcagcatgtg 
420 

gtgtctcaga actgtgacgg gctccacctg aggagtgggc tgccgcgcac ggccatctcc 
480 

gagctccacg ggaacatgta cattgaagtc tgtacctcct gcgttcccaa cagggagtac 
540 

gtgcgggtgt tcgatgtgac ggagcgcact gccctccaca gacaccagac aggccggacc 
600 

tgccacaagt gtgggaccca gctgcgggac accattgtgc actttgggga gagggggacg 
660 

ttggggcagc ctctgaactg ggaagcggcg accgaggctg ccagcagagc agacaccatc 
720 

ctgtgtctag ggtccagcct. gaaggttcta aagaagtacc cacgcctctg gtgcatgacc 
780 

aagccccctg ccggcggccg actttacatc gtgaacctgc agtggacccc gaaggatgac 
840 

tgggctgccc tgaagctaca tgggaagtgt gatgacgtca tgcggctcct catggccgag 
900 

ctgggcttgg agatccccgc ctatagcagg tggcaggatc ccattttctc actggcgact 
960 

cccctgcgtg ctggtgaaga aggcagccac agtcggaagt cgctgtgcag aagcagagag 
1020 

gaggccccgc ctggggaccg gggtgcaccg cttagctcgg cccccatcct agggggctgg 
1080 

tttggcaggg gctgcacaaa acgcacaaaa aggaagaaag tgacgtaatc acgtgctcga 
1140 
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gaggtgatcc gctccgtgct ggaagcccag cgagggaaca aggatgccgc catcaactcc 
960 

ctgctgcaga tgggggagga gccatagagc ctctgcctcg atgccgtttt gcccccgctc 
1020 

tttggacacg ccgacccggc gctccccaag gaatgctgtc ccaacaagat tcccgtgaaa 
1080 

gagcacccgt gtcgccccct cccgtggact tctgtgccgc cccgtccaca cctgttcttg 
1140 

ggtgcatgtg ggttttcggt tcctggcggt ccaggacggg gcgggggctc ccctcccatc 
1200 

tcgtgctggg aggtctcagc gcgctctcct gtccctggga cgtgcgtctc tccttctcat 
1260 

gccgttctgg aaaatgctct tgctgtagag agcagctgct tctgccaggg tgttggaggt 
1320 . 

ggtggagcgc cttccgattc cattcatggc attttgtgat gtgatgtaat tggaatagag 
1380 

ctgttgattt aaggcacaca caaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

1440 

aa 

1442 

<210> 4108 

<211> 273 

<212> PRT 

<213> Homo sapiens 



<400> 4108 



Met Ala 


Thr 


Thr 


Val 


Ser 


Thr 


Gin 


Arg 


Gly 


Pro 


Val 


Tyr 


He 


Gly 


Glu 


1 






5 










10 










15 




Leu Pro 


Gin 


Asp 


Phe . 


Leu 


Arg 


He 


Thr 


Pro 


Thr 


Gin 


Gin 


Gin 


Arg 


Gin 






20 










25 










30 






Val Gin 


Leu 


Asp 


Ala 


Gin 


Ala 


Pro 


Ser 


Ser 


Cys 


Ser 


Thr 


Glu 


Ala 


Gin 




35 










40 










45 








Gly Thr 


Val 


Gly 


Arg 


Leu 


Asn 


lie 


Thr 


Val 


Val 


Gin 


Ala 


Lys 


Leu 


Ala 


50 










55 










60 










Lys Asn 


Tyr 


Gly 


Met 


Thr 


Arg 


Met Asp 


Pro 


Tyr 


Cys 


Arg 


Leu 


Arg 


Leu 


65 








70 










75 










80 


Gly Tyr 


Ala 


Val 


Tyr 


Glu 


Thr 


Pro 


Thr 


Ala 


His 


Asn 


Gly 


Ala 


Lys 


Asn 






85 










90 










95 




Pro Arg 


Trp 


Asn 


Lys 


Val 


lie 


His 


Cys 


Thr 


Val 


Pro 


Pro 


Gly 


Val 


Asp 




100 










105 










110 






Ser Phe 


Tyr 


Leu 


Glu 


lie 


Phe 


Asp 


Glu 


Arg 


Ala 


Phe 


Ser 


Met 


Asp 


Asp 




115 










120 










125 








Arg lie 


Ala 


Trp 


Thr 


His 


He 


Thr 


He 


Pro 


Glu 


Ser 


Leu 


Arg 


Gin 


Gly 


130 










135 










140 










Lys Val 


Glu Asp 


Lys Trp Tyr Ser Leu Ser Gly Arg 


Gin 


Gly 


Asp 


Asp 


145 








150 










155 










160 


Lys Glu Gly Met 


lie 


Asn 


Leu 


Val 


Met 


Ser 


Tyr 


Ala 


Leu 


Leu 


Pro 


Ala 








165 










170 










175 




Ala Met 


Val 


Met 


Pro 


Pro 


Gin 


Pro 


Val 


Val 


Leu 


Met 


Pro 


Thr 


Val 


Tyr 






180 










185 










190 






Gin Gin Gly Val 


Gly Tyr 


Val 


Pro 


He 


Thr 


Gly Met 


Pro 


Ala 


Val 


Cys 




195 










200 










205 








Ser Pro 


Gly Met 


Val 


Pro 


Val 


Ala 


Leu 


Pro 


Pro 


Ala 


Ala 


Val 


Asn 


Ala 
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50s 55 60 



Ala Tyr Arg 


Ser 


Leu Gly Arg 


Phe Glu Gin Leu Gly 


Lys 


Thr 


Ala 


Ala 


65 . 








70 








75 










80 


Ser Trp 


Cys 


Leu 


His 


Ser 


Thr 


lie 


Gly Cys Arg 


Ser 


Ala 


Ser 


Arg 


Lys 








85 








90 










95 




His Ala 


Asn 


Lys 


Val 


Lys 


Val 


Leu 


Asp Ala 


Pro 


Val 


Pro 


Asp 


Cys 


Leu 






100 










105 








110 






Gly Val 


His 


Cys 


Asp 


Phe 


His 


Gin 


Gly Leu 


Leu 


Ser 


Phe 


Tyr 


Asn 


Ala 




115 










120 








125 








Arg Thr 


Lys 


Gin 


val 


Leu 


His 


Thr 


Phe Lys 


Thr 


Arg 


Phe 


Thr 


Gin 


Pro 


130 










135 








140 










Leu Leu 


Pro 


Ala 


Phe 


Thr 


Val 


Trp 


Cys Gly 


Ser 


Phe 


Gin 


Val 


Thr 


Thr 


14 5 








150 








155 










160 


Gly Leu 


Gin 


Val 


Pro 


Ser 


Ala 


val 


Arg Cys 


Leu 


Gin 


Lys 


Arg 


Gly 


Ser 






165 








170 










175 




Ala Thr 


Ser 


Ser 


Ser 


Asn 


Thr 


Ser 


Leu Thr 















180 185 



<210> 4107 

<211> 1442 

<212> DNA 

<213> Homo sapiens 

<400> 4107 

ngcacgaggc ggtgccgggg gcggggcgcg gcggctgtca gctgactgtg gcggcggcgg 
60 

cctcgaggtg acaacttgtc tccgtcgcag gctccggcgg gggcgcagga ggtcgcccgg 
120 

cgcgtcactg tcgggtcggc gagccacggg ggccgccgca gcaccatggc gaccaccgtc 
180 

agcactcagcr gcgggccggt gtacatcggt gagctcccgc aggacttcct ccgcatcacg 
240 

cccacacagc agcagcggca ggtccagctg gacgcccagg cgcccagcag ctgcagtacg 
300 

gaggcgcagg gcaccgtggg ccgactgaac atcacggtgg tacaggcaaa gttggccaag 
360 

aattacggca tgacccgcat ggacccctac tgccgactgc gcctgggcta cgcggtgtac 
420 

gagacgccca cggcacacaa tggcgccaag aatccccgct ggaataaggt catccactgc 
480 

acggtgcccc caggcgtgga ctctttctat ctcgagatct tcgatgagag agccttctcc 
540 - 

atggacgacc gcattgcctg gacccacatc accatcccgg agtccctgag gcagggcaag 
600 

gtggaggaca agtggtacag cctgagcggg aggcaggggg acgacaagga gggcatgatc 
660 

aacctcgtca tgtcctacgc gctgcttcca gctgccatgg tgatgccacc ccagcccgtg 
720 

gtcctgatgc caacagtgta ccagcagggc gttggctatg tgcccatcac agggatgccc 
780 

gctgtctgta gccccggcat ggtgcccgtg gccctgcccc cggccgccgt gaacgcccag 
840 

ccccgctgta gcgaggagga cctgaaagcc atccaggaca tgttccccaa catggaccag 
.900 
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930 « 5 940 

Gly Pro Pro Arg Arg Arg Leu Glu Asp Glu Glu Glu Arg Phe Arg Thr 

945 950 955 ^ 

Gin Pro Lys Gly Ser Phe Gly Ala Ala Pro Pro Ala Ser Trp Arg Gly 
965 .9™ 975 . 

Arg Arg 



<210> 4105 

<211> 775 - 

<212> DNA 

<213> Homo sapiens 

ncccgggcgt ctcccatcaa ctcccpagcc agaggtactc catctcccaa gaggatgccc 
tcaggtcgtg ggggacggga ccgcttcacc gctgagtcct acacagttct gggggacacg 
ctgatcgacg gcggggagca ttactgggag gtgcgctacg agccggacag caaggcgttc 
ggcgtgggcg tggcctaccg cagcctgggc cgcttcgagc aactgggcaa gacggccgcc 
tcctggtgcc tgcactcaac aattggctgc aggtcagctt cacggaagca cgccaacaag 
gtcaaggtgc tggacgcccc cgtgcccgac tgcctgggtg tgcactgtga cttccaccaa 
ggcctcctgt ccttctacaa tgcccgcacc aaacaagtgc tgcacacttt caagaccagg 
ttcacacagc cgctgctgcc tgctttcacg gtatggtgtg gcagcttcca ggtgacgaca 
ggcctgcagg tccccagtgc tgtgcgctgc ctgcaaaagc gaggcagtgc taccagcagc 
tccaacacca gcctcaccta ggcccccagg cacccaccca gctggggtgt ttttggggga 

gtcgccgcca agcccaggct gctggagcca ggcaccctcc tctgtcactt gctgcttgga 

660 

gccttaactc cagatggggg ggtcaccaag agggagtggg caccctggcg ggccctctcc 

Icacctcacc tcttaataaa ggtcagacac tggccaggca aaaaaaaaaa aaata 
775 

<210> 4106 

<211> 186 

<212> PRT 

<213> Homo sapiens 

<400> 4106 

Xaa Arg Ala Ser Pro lie Asn Ser Pro Ala Arg Gly Thr Pro Ser Pro 

x 5 10 15 

Lys Arg Met Pro Ser Gly Arg Gly Gly Arg Asp Arg Phe Thr Ala Glu 

20 25 30 

Ser Tyr Thr Val Leu Gly Asp Thr Leu lie Asp Gly Gly Glu ms Tyr 

35 40 45 . 

Trp Glu Val Arg Tyr Glu Pro Asp Ser Lys Ala Phe Gly Val Gly Val 
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500 505 510 

Trp Ala Thr Glu Tyr Lys His Val Asp Leu Val Lys Leu Leu Leu Ser 

515 520 525 

Lys Gly Ser Asp lie Asn lie Arg Asp Asn Glu Glu Asn He Cys Leu 

530 535 540 

His Trp Ala Ala Phe Ser Gly Cys Val Asp He Ala Glu He Leu Leu 
545 S50 555 560 

Ala Ala Lys Cys Asp Leu His Ala Val Asn He His Gly Asp Ser Pro 

565 570 575 

Leu His He Ala Ala Arg Glu Asn Arg Tyr Asp Cys Val Val Leu Phe 

580 585 590 

Leu Ser Arg Asp Ser Asp Val Thr Leu Lys Asn Lys Glu Gly Glu Thr 

595 600 605 

Pro Leu Gin Cys Ala Ser Leu Asn Ser Gin Val Trp Ser Ala Leu Gin 

610 615 620 

Met Ser Lys Ala Leu Gin Asp Ser Ala Pro Asp Arg Pro Ser Pro Val 
625 630 635 640 

Glu Arg He Val Ser Arg Asp He Ala Arg Gly Tyr Glu Arg lie Pro 

645 650 655 

He Pro Cys Val Asn Ala Val Asp Ser Glu Pro Cys Pro Ser Asn Tyr 

660 665 670 

Lys Tyr Val Ser Gin Asn Cys Val Thr Ser Pro Met Asn He Asp Arg 

675 ' 680 685 

Asn He Thr His Leu Gin Tyr Cys Val Cys He Asp Asp Cys Ser Ser 

690 695 700 

Ser Asn Cys Met Cys Gly Gin Leu Ser Met Arg Cys Trp Tyr Asp Lys 
705 710 715 720 

Asp Gly Arg Leu Leu Pro Glu Phe Asn Met Ala Glu Pro Pro Leu He 

725 730 735 

Phe Glu Cys Asn His Ala Cys Ser Cys Trp Arg Asn Cys Arg Asn Arg 

740 745 750 

Val Val Gin Asn Gly Leu Arg Ala Arg Leu Gin Leu Tyr Arg Thr Arg 

755 760 765 

Asp Met Gly, Trp Gly Val Arg Ser Leu Gin Asp He Pro Pro Gly Thr 

770 775 780 

Phe Val Cys Glu Tyr Val Gly Glu Leu He Ser Asp Ser Glu Ala Asp 
785 790 . 795 800 

Val Arg Glu Glu Asp Ser Tyr Leu Phe Asp Leu Asp Asn Lys Asp Gly 

'805 810. 815 

Glu Val Tyr Cys He Asp Ala Arg Phe Tyr Gly Asn Val Ser Arg Phe 

- 820 825 830 

He Asn His His Cys Glu Pro Asn Leu Val Pro Val Arg Val Phe Met 

835 840 \ 845 

Ala His Gin Asp Leu Arg Phe Pro Arg He Ala Phe Phe Ser Thr Arg 

850 855 860 

Leu He Glu Ala Gly Glu Gin Leu Gly Phe Asp Tyr Gly Glu Arg Phe 
865 870 87S 880 

Trp Asp He Lys Gly Lys Leu Phe Ser Cys Arg Cys Gly Ser Pro Lys 

885 890 895 

Cys Arg His Ser Ser Ala Ala Leu Ala Gin Arg Gin Ala Ser Ala Ala 

900 905 910 

Gin Glu Ala Gin Glu Asp Gly Leu Pro Asp Thr Ser Ser Ala Ala Ala 

915 920 925 

Ala Thr Pro Tyr Glu Thr Pro Pro Ala Ser Gly Ala Leu Gly Ser Gin 
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65 










70 






Ser 


Arg 


Lys 


Lys 


Pro 


Ser 


Gly Ala 










85 








Ser 


Ala 


Gly 


Ser 


Ala 


Glu 


Gin 


Thr 








100 










Met 


Glu 


Val 


Ser 


Leu 


Asp 


Ser 


Leu 






115 










120 


Ser 


Ser 


Gin 


Ala 


Glu 


Gly Leu Ala 




130 










135 




Asp 


Gly 


Leu 


Gin 


Glu 


Val 


Pro 


Leu 


145 










150 






Lys 


Ser 


Arg 


Glu 


lie 


Thr 


Thr 


Leu 










165 








Glu 


Ser 


Val 


Asp 


His 


Glu 


Leu Gly 








180 










Tyr 


Glu 


Leu 


Met 


Arg 


Pro 


Ser 


Asn 






195 










200 


Glu 


Asp 


His 


Arg 


Gly 


Arg 


Met 


Val 




210 










215 




Gly 


Tyr 


Phe 


Cys 


Thr 


Ala Gly Asn 


225 










230 






Ser 


He 


Ser 


His 


Arg 


Phe 


His 


Lys 










24S 








Ala 


Ser 


Tyr 


Cys 


Pro 


His 


Cys 


Gly 








260 










Val 


Thr 


He 


Ala 


Lys 


Ala 


Asp 


Thr 






275 










280 


Gly 


Gin 


Glu 


Lys 


Gly 


Ser 


Ala 


Xaa 




290 










295 




Gly 


Ser 


Ala 


Xaa 


Pro 


Gly His 


His 


305 










310 






Val 


Gin 


Pro 


Pro 


Thr 


Xaa 


Pro 


Glu 










325 








Gly 


Leu 


Gly 


Arg 


Pro 


Thr 


Pro 


Gly 








340 










Thr 


Leu 


Glu 


Ser 


Ala 


Leu 


He 


Ala 






355 










360 


Leu 


Arg 


Phe 


His 


Pro 


Lys 


Gin 


Leu 




370 










375 




Leu 


Gin 


Lys 


Val 


Leu 


Leu 


Met 


Leu 


385 










390 






Lys 


Met 


Glu 


His 


Gin 


Asn 


Lys 


Arg 










405 








Ala 


Gly 


His 


Val 


Asp 


He 


Cys 


His 








420 










He 


Asp 


Thr 


Cys 


Ser 


Glu Asp Gin 






435 










440 


Glu 


Asn 


Asn 


His 


Leu 


Glu 


Ala 


Val 




450 










455 




Leu 


Val 


Asp 


Pro 


Lys 


Asp 


Ala 


Glu 


465 










470 






Ala 


Lys 


Lys 


Gly His 


Tyr 


Glu 


Val 










485 








Arg 


Met 


Asp 


Val 


Asn 


Cys 


Gin Asp 







75 










80 


Leu 


Gly 


Ser 


Glu 


Ser 


Tyr 


Lys 


Ser 




90 










95 




Ala 


Pro Gly Asp 


Ser 


Thr 


Gly Tyr 


105 










110 






Asp 


Leu 


Arg 


Val 


Lys 


Gly 


He 


Leu 










125 








Asn 


Gly 


Pro 


Asp 


Val 


Leu 


Glu 


Thr 








140 










Cys 


Ser 


Cys 


Arg 


Met 


Glu 


Thr 


Pro 






155 










160 


Ala 


Asn 


Asn 


Gin 


Cys 


Met 


Ala 


Thr 




170 










175 




Arg 


Cys 


Thr 


Asn 


Ser 


Val 


Val 


Lys 


185 










190 






Lys 


Ala 


Pro 


Leu 


Leu 


Val 


Leu 


Cys 










205 








Lys 


His 


Gin 


Cys 


Cys 


Pro 


Gly Cys 








220 










Phe 


Met 


Glu 


Cys 


Gin 


Pro 


Glu 


Ser 






235 










240 


Asp 


Cys 


Ala 


Ser 


Arg 


Val 


Asn 


Asn 




250 










255 




Glu 


Glu 


Ser 


Ser 


Lys 


Ala 


Lys 


Glu 


265 










270 






Thr 


Ser 


Thr 


Val 


Thr 


Pro 


Val 


Pro 










285 








Gly 


Gly Arg Ala 


Asp 


Thr 


Thr 


Thr 








300 










Ser 


Arg Arg 


Thr 


Thr Ser 


Cys 


Arg 






315 










320 


Gly 


Phe 


Asp 


Pro 


Thr 


Gly 


Pro 


Ala 




330 










335 




Leu 


Ser Gin Gly 


Pro 


.Gly 


Lys 


Glu 


345 










350 






Leu 


Asp, Ser 


Glu 


Lys 


Pro 


Lys 


Lys 










365 








Tyr 


Phe 


Ser 


Ala 


Arg 


Gin 


Gly Glu 








380 










Val 


Asp 


Gly 


He 


Asp 


Pro 


Asn 


Phe 






395 










400 


Ser 


Pro 


Leu 


His 


Ala 


Ala 


Ala 


Glu 




410 










415 




Met 


Leu 


Val 


Gin 


Ala Gly Ala Asn 


425 










430 






Arg 


Thr 


Pro 


Leu 


Met 


Glu 


Ala 


Ala 










445 








Lys 


Tyr 


Leu 


He 


Lys Ala Gly Ala 








460 










Gly 


Ser 


Thr 


Cys 


Leu 


His 


Leu. 


Ala 






475 










480 


Val 


Gin' 


Tyr 


Leu 


Leu 


Ser 


Asn 


Gly 




490 










495 




Asp 


Gly 


Gly Trp 


Thr 


Pro 


Met 


He 
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gagaggatag tgagcaggga catcgctcga 
1980 

aacgccgtgg acagcgagcc atgccccagc 
2040 

acgtccccca tgaacatcga cagaaatatc 
2100 

gactgctcct ccagcaactg catgtgcggc 
2160 

gatggccggc tcctgccaga gttcaacatg 
2220 

cacgcgtgct cctgctggag gaactgccga 
2280 

aggctgcagc tctaccggac gcgggacatg 
2340 

ccaccaggca cctttgtctg cgagtatgtt 
2400 

gttcgagagg aagattctta cctctttgat 
2460 

atcgacgcgc ggttctacgg gaacgtcagc 
2520 

ctggtgcccg tgcgcgtgtt catggcccac 
2580 

ttcagcaccc gcctgatcga ggccggcgag 
2640 

tgggacatca aaggcaagct cttcagctgc 
2700 

agcgcggccc tggcccagcg tcaggccagc 
2760 

cccgacacca gctccgcggc tgccgcgacc 
2820 

ctcgggagcc agggaccgcc gcgtcgccga 
2880 

caaccgaaag ggtccttcgg ggctgcgccg 
2940 

tgcagcccct gcgggcgggt gtggatgcct 
3000 

ccgcgggccc agtgcccagg ctggagcgca 
3040 

<210> 4104 

<211> 978 

<212> PRT 

<213> Homo sapiens 



ggctacgagc gcatccccat cccctgtgtc 
aactacaagt acgtctctca gaactgcgtg 
actcatctgc agtactgcgt gtgcatcgac 
cagctcagca tgcgctgctg gtacgacaag 
gcggagcctc ccttgatctt cgaatgcaac 
aatcgcgtcg tacagaatgg tctcagggca 
ggctggggcg tgcggtccct gcaggacatc 
ggggagctga tttcagactc agaagccgac 
ctcgacaata aggacgggga ggtttactgc 
cggttcatca accaccactg cgagcccaac 
caggacctgc ggttcccccg gatcgccttc 
cagctcgggt ttgactatgg agagcgcttc 
cgctgcggct cccccaagtg ccggcactcg 
gcggcccagg aggcccagga ggacggcttg 
ccctatgaga cgccgccggc cagcggggcg 
ttagaggacg aggaggagag attccgcacg 
ccggcttcct ggaggggtcg gaggtgaggc 
cccagccacc ttcccaaacc tgcggcctca 
cactttggtg 



<400> 4104 
Xaa Ala Ala Phe 
1 

Ser Glu Ala v Asp 
20 

Gin Glu Ser Val 
35 

Asp Leu Ser Ser 
50 

Lys Asp Arg Gin 



Pro Thr Glu Asp 
5 

Arg Ala Gin Lys 

Asp Thr Gly Glu 
40 

Glu Ser Ser He 
55 

Ser Leu Asp Lys 



Ser Arg Thr Ser 
10 

Met Asp Gly Glu 
25 

Glu Glu Glu Gly 

Lys Lys Lys Ser 
60 

Pro Ala Arg Lys 



Lys Glu Ser Met 
15 

Ser Glu Glu Glu 
30 

Gly Asp Glu Ser 
45 

Gin Glu Glu Arg v 
Arg Arg Arg Arg 
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agtagaaaga agcccagcgg tgccctcggt tctgagtcgt ataagtcatc tgcaggaagc 
300 

gctgagcaga cggcaccagg agacagcaca gggtacatgg aagtttctct ggactccctg 
360 

gatctccgag tcaaaggaat tctgtcttca caagcagaag ggttggccaa cggtccagat 
420 

gtgctggaga cagacggcct ccaggaagtg cctctctgca gctgccggat ggaaacaccg 
480 

aagagtcgag agatcaccac actggccaac aaccagtgca tggctacaga gagcgtggac 
540 

catgaattgg gccggtgcac aaacagcgtg gtcaagtatg agctgatgcg cccctccaac 
600 

aaggccccgc tcctcgtgct gtgtgaagac caccggggcc gcatggtgaa gcaccagtgc 
660 

tgtcctggct gtggctactt ctgcacagcg ggtaatttta tggagtgtca gcccgagagc 
720 

agcatctctc accgtttcca caaagactgt gcctctcgag tcaataacgc cagctattgt 
780 

ccccactgtg gggaggagag ctccaaggcc aaagaggtga cgatagctaa agcagacacc 
840 

acctcgaccg tgacaccagt ccccgggcag gagaagggct cggccnctgg aggcagggcc 
900cgggcagtgc tnngccgggc caccactctc ggaggacgac aagctgcagg 960 
gtgcagcctc ccacgntgcc cgagggcttt gatccaacgg gacctgctgg gcttgggagg 
1020 

ccaactcccg gcctttccca gggaccaggg aaggaaacct tggagagcgc tctcatcgcc 
1080 

ctcgactcgg aaaaacccaa gaagcttcgc ttccacccaa agcagctgta cttctccgcc 
1140 

aggcaagggg agcttcagaa ggtgctcctc atgctggtgg acggaattga ccccaacttc 
1200 

aaaatggagc accagaataa gcgctctcca ctgcacgccg cggcagaggc tggacacgtg 
1260 

gacatctgcc acatgctggt tcaggcgggc gctaatattg acacctgctc agaagaccag 
1320 

aggaccccgt tgatggaagc agccgaaaac aaccatctgg aagcagtgaa gtacctcatc 
1380 

aaggctgggg ccctggtgga tcccaaggac gcagagggct ctacgtgttt gcacctggct 
1440 

gccaagaaag gccactacga agtggtccag tacctgcttt caaatggacg gatggacgtc 
1500 

aactgtcagg atgacggagg ctggacaccc atgatctggg ccacagagta caagcacgtg 
1560 

gacctcgtga agctgctgct gtccaagggc tctgacatca acatccgaga caacgaggag 
1620 

aacatttgcc tgcactgggc ggcgttctcc ggctgcgtgg acatagccga gatcctgctg 
1680 

gctgccaagt gcgacctcca cgccgtgaac atccacggag actcgccact gcacattgcc 
1740 

gcccgggaga accgctacga ctgtgtcgtc ctctttcttt ctcgggattc agatgtcacc 
1800 

ttaaagaaca aggaaggaga gacgcccctg cagtgtgcga gcctcaactc tcaggtgtgg 
1860 

agcgctctgc agatgagcaa ggctctgcag gactcggccc ccgacaggcc cagccccgtg 
1920 
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tttttttttt tttttttttt tttttttttt tttttgagga accccagaaa tgtgtttatt 
60 

aagttggact cgtattgctg tgtggggtcc cagtgcacgc gtgtgcaccc gctacaagat 
120 

ccaggaaaga tggcacacgg cagacgacga caggaaggac acctgctccc cacccttccc 
180 

gggaccccgc catgtgcaaa attcgagctg gggtctgcag ctgcttggag agacccaggg 
240 

cctcttgctc cacagcctgc aaggtctgag caggcaacgg ccctggggcg gtgaggcccc 
300 

cgcctggtca ctccccgcgc cccccatgca ggcagtggag gggaggacac gcaggaggac 
360 

cagacgctaa aggtgtaaac gggcagccgt ggcactcctc acctctcaat aaataagata 
420 

aataactaaa taaataaaca actaaataaa gacatgaagg aatggatgca gagacgtgaa 
480 

cggatggcgc aggacgtccc tggtgggggc cacggtcccc ttaaggcatg tgggag 
536 

<210> 4102 
<211> 106 
<212> PRT 

<213> Homo sapiens 



<400> 4102 
























Met Cys Leu 


Leu 


Ser 


Trp 


Thr 


Arg lie Ala 


Val 


Trp 


Gly 


Pro 


Ser 


Ala 


1 




5 






10 










15 




Arg Val Cys 


Thr 


Arg 


Tyr 


Lys 


He Gin Glu 


Arg 


Trp 


His 


Thr 


Ala 


Asp 


20 








25 








30 






Asp Asp Arg 


Lys 


Asp 


Thr 


Cys 


Ser Pro Pro 


Phe 


Pro 


Gly 


Pro 


Arg 


His 


35 










40 






45 








Val Gin Asn 


Ser 


Ser 


Trp 


Gly 


Leu Gin Leu 


Leu Gly 


Glu 


Thr 


Gin 


Gly 


50 








55 






60 










Leu Leu Leu 


His 


Ser 


Leu 


Gin Gly Leu Ser 


Arg 


Gin 


Arg 


Pro 


Trp 


Gly 


65 






70 






75 










80 


Gly Glu Ala 


Pro 


Ala 


Trp 


Ser 


Leu Pro Ala 


Pro 


Pro 


Met 


Gin 


Ala 


Val 




85 






90 










95 




Glu Gly Arg 


Thr 


Arg 


Arg 


Arg 


Thr Arg Arg 















100 105 



<210> 4103 
<211> 3040 

<212> DNA , . 

<213> Homo sapiens 

<400> 4103 

ncggccgcgt tccccacaga ggacagcagg acttccaagg agagcatgtc ggaggctgat 
60 

cgcgcccaga agatggacgg ggagtccgag gaggagcagg agtccgtgga caccggggag 
120~ 

gaggaggaag gcggtgacga gtctgacctg agttcggaat ccagcattaa gaagaaatct 
180 

caagaggaaa ggaaagaccg acagtccctg gataagccag ccaggaaaag gaggcggaga 
240 
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<210> 4099 
<211> 511 
<212> DNA 

<213> Homo sapiens 
<400> 4099 

accggtggat atagaagtac aggaatctcc aaggcaaatg tcaaaaaaaa aaataagcaa 

60 ' v 

attagggaaa ggttttctgt gaaattacct tctgattgta gccacatgaa acacatcaac 
120 

ttaaacaata aaaaattgta taatggaatt ggatcagggg gttcccaaaa cccccttcac 
180 

tgaggtttgg caattcactg agaaggactc acaggactca gcagatagtc atacttgggg 
240 

ctttgattta ttacatttaa tacagcaaaa agacacaaag caacatttga gaaaggaaaa 
300 

ggtgcatgtg tcaaagtctg gaggaagcca ggcacaagct acaggagtca tctcctgtgt 
360 

agctagcagg atatgcttaa ttcccccagc ctcaaatttt gacgacacat gtgcaatgtt 
420 

gtctacctta ccagagtttc attagaggct cagcacccat gttttcgatg gaggctagtc 
480 

acataggcaa cctctcctct ccctcacgcg t 
511 

<210> 4100 
<211> 100 
<212> PRT 

<213> Homo sapiens 



<400> 4100 



Met 


Glu 


Leu 


Asp 


Gin Gly Val Pro 


Lys 


Thr 


Pro 


Phe 


Thr 


Glu 


Val 


Trp 


1 






5 








10 










15 




Gin 


Phe 


Thr 


Glu 
20 


Lys 


Asp 


Ser Gin 


Asp 
25 


Ser 


Ala 


Asp 


Ser 


His 
30 


Thr 


Trp 


Gly 


Phe 


Asp 


Leu 


Leu 


His 


Leu He 


Gin 


Gin 


Lys 


Asp 


Thr 


Lys 


Gin 


His 




35 








40 










45 








Leu 


Arg 


Lys 


Glu 


Lys 


Val 


His Val 


Ser 


Lys 


Ser 


Gly Gly 


Ser 


Gin 


Ala 




50 










55 








60 








He 


Gin 


Ala 


Thr 


Gly 


Val 


He 


Ser Cys 


Val 


Ala 


Ser Arg 


He 


Cys 


Leu 


65 








70 








75 










80 


Pro 


Pro 


Ala 


Ser 


Asn 
85 


Phe 


Asp Asp 


Thr 


Cys 
90 


Ala 


Met 


Leu 


Ser 


Thr 
95 


Leu 


Pro 


Glu 


Phe 


His 
100 

























<210> 4101 
<211> 536 
c212> DNA 

<213> Homo sapiens 
<400> 4101 
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ccactgtgtg tatgtgtgta tatgtatgtt ttgaatatgt ' tttctttatt aaaaaatatt 
1080" 

ttttgtagtt tgaatatgaa atttggacca aatgataaac tgcgctgagt ctaaactggc 
1140 

aacatgtatt tttttctctg atattaagca ggaaggcatt ttaatgtggt gacatcagat 
1200 

gttatttttc ctagatgaaa ataaaagtca agcagtgatt agtttcactc actgtcctag 
1260 - 

ctacacttaa tttgaagatt aaaattctac attgtggaaa acaattgaat ttattgggaa 
1320 

aaacagcagt cttagatttt gctccttgca tagtaatctt ttgcatgaac catcaccagc 

1380 

gttca 

1385 . 

<210> 4098 
<211> 258 
<212> PRT 

<213> Homo sapiens 
<400> 4098 

Ser Gly Ala Arg Ser Pro Glu Pro Arg Ala Gly Gin Pro Pro Gly Glu 

1 5 10 15 

Glu Pro Arg Ala Leu Gly Arg Val Pro Arg Thr Gly Thr Ala Gly Ala 

20 25 30 

Arg Ala Arg Leu His Asp Ser Leu Arg Ala Val Leu Thr Cys Ser Thr 

35 40 45 

Met Ser Ala Lys Ser Ala lie Ser Lys Glu lie Phe Ala Pro Leu Asp 

50 55 60 

Glu Arg Met Leu Gly Ala Val Gin Val Lys Arg Arg Thr Lys Lys Lys 
65 70 75 80 - 

He Pro Phe Leu Ala Thr Gly Gly Gin Gly Glu Tyr Leu Thr Tyr He 

85 . 90 95 

Cys Leu Ser Val Thr Asn Lys Lys Pro Thr Gin Ala Ser He Thr Lys 

100 105 110 

Val Lys Gin Phe Glu Gly Ser Thr Ser Phe Val Arg Arg Ser Gin Trp 

115 120 125 

Met Leu Glu Gin Leu Arg Gin Val Asn Gly He Asp Pro Asn Gly Asp 

130 135 140 

Ser Ala Glu Phe Asp Leu Leu Phe Glu Asn Ala Phe Asp Gin Trp Val 
145 150 - 155 160 

Ala Ser Thr Ala Ser Glu Lys Cys Thr Phe Phe Gin He Leu His His 

165 170 175 

Thr Cys Gin Arg Tyr Leu Thr Asp Arg Lys Pro Glu Phe He Asn Cys 

180 185 190 

Gin Ser Lys He Met Giy Gly Asn Ser lie Leu His Ser Ala Ala Asp 

195 200 205 

Ser Val Thr Ser Ala Val Gin Lys Ala Ser Gin Ala Leu Asn Glu Arg 

210 215 220 

Gly Glu Arg Leu Gly Arg Ala Glu Glu Lys Thr Glu Asp Leu Lys Asn 
225 230 235 ^ 240 

Ser Ala Gin Gin Phe Ala Glu Thr Ala His Lys Leu Ala Met Lys His 
245 250 255 

Lys Cys 
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<400> 4096 














Met 


Gly Gly 


Gly 


Glu 


Gin Ala Ser Ala Gly Arg Val 


Pro 


Lys 


Arg Gin 


1 






5 


10 






15 


Pro 


Arg Glu 


Gin 


Gly 


Gin He Val Gly Gly Gly Phe Ser 


Ser 


Thr Val 






20 




25 




30 




Gin 


Val Arg 


Lys 


Leu 


Arg Leu Lys Arg Asp Gin Val 


Ala 


Ser 


Pro Ala 




35 






40 


45 






Lys 


Ser Glu 


Ala 


Ser 


Gly Gly Ala Cys Ala Arg Val 


Ser Gly Ser Val 




50 






55 60 








Cys 


Pro Gly 


Ser 


He 


Ser Ala Cys Val Cys Leu Ser 


Arg 


Gin 


His He 


65 






70 75 






80 


Cys 


Ala Arg 















<210> 4097 
<211> 1385 
<212> DNA , 
<213> Homo sapiens 

<400> 4097 

tccggagccc ggagcccgga gccccgcgcg gggcagcccc ccggggagga gcctcgtgct 
60 

ctgggacgcg tgccgcgcac tggcacggca ggggcgcgag ccaggctgca cgattcactg 
120 

cgtgctgtcc tcacttgttc tacaatgagt gccaaatctg ctatcagcaa ggaaattttt. 
180 

gcacctcttg atgaaaggat gctgggagct gtccaagtca agaggaggac aaagaaaaag 
240 

attcctttct tggcaactgg aggtcaaggc gaatatttaa cttatatctg cctgtcagtg 
300 

acaaacaaga aacccacaca ggcgtccatc acaaaggtca aacagtttga aggctccaca 
360 

tcatttgttc ggagatcaca gtggatgctc gagcagcttc gccaggttaa tggtatcgat 
420 

cctaatgggg attcggcaga gtttgatttg ttgtttgaaa atgcttttga ccagtgggta 
480 

gccagcacag cgtcagaaaa atgcaccttc ttccagatcc tccaccatac ctgccagagg 
540 

tacctcacgg acaggaagcc agagtttatt aactgccaat ccaaaattat gggaggaaac 
600 

agcatcctcc attcagctgc tgacagcgtg accagcgcag tgcagaaggc aagccaggcc 
660 

ttgaatgagc gtggagagcg attaggccga gcagaggaga agacagaaga cctgaagaac 
720 

agcgcccagc agtttgcaga aactgcgcac aagcttgcca tgaagcacaa atgttgagaa 
780 

actgcctatc ctggtgactc ttcttaagag aaactgaaga gtttgttcag cagtttttac 
840 

aagaattcgg gacctccgct tgcttctttt tttccaatat ttggacactt agagtggttt 
900 

ttgttttttc ttttcagatg ttaatgtgaa agaaagggtg ttgcattttt acatttccct 
960 * 
aatgatcttg ctaataaatg ctacaatagc atcagcttca ttttgggttt ttgcctcctc 

1020 
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145 150 155 160 

Ser Val Asp Lys Ser Lys Pro Trp Ser Arg Ser He Glu Asp Leu His- 

165 170 175 

Arg Gly Ser Asn Leu Pro Ser Pro Val Gly Asn Ser Val Ser Arg Ser 

180 185 190 

Gly Arg His Ser Ala Leu Arg Tyr Asn Thr Leu Pro Ser Arg Arg Thr 

195 - 200 205 

Leu Lys Asn Ser Arg Leu Val Ser Lys Lys Asp Asp Val His Val Cys 

210 215 220 

He Met Cys Leu Arg Ala He Met Asn Tyr Gin Tyr Gly Phe Asn Met 
225 230 235 240 

Val Met Ser His Pro His Ala Val Asn Glu He Ala Leu Ser Leu Asn 

245 250 255 

Asn Lys Asn Pro Arg Thr Lys. Ala Leu Val Leu Glu Leu Leu Ala Ala 

260 265 270 

Val Cys Leu Val Arg Gly Gly His Glu He He Leu Ser Ala Phe Asp 

275 280 285 

Asn Phe Lys Glu Val Cys Gly Glu Lys Gin Arg Phe Glu Lys Leu Met 

290 295 300 

Glu His Phe Arg Asn Glu Asp Asn Asn He Asp Phe Met Val Ala Ser 
305 310 315 320 

Met Gin Phe He Asn He Val Val His Ser Val Glu Asp Met Asn Phe 

325 330 '335 

Arg Val His Leu Gin Tyr Glu Phe Thr Lys Leu Gly Leu Asp Glu Tyr 

340 345 350 

Leu Asp Lys Leu Lys 1 His Thr Glu Ser Asp Lys Leu Gin Val Gin He 

355 360 365 

Gin Ala Tyr Leu Asp Asn Val Phe Asp Val Gly Ala Leu Leu Glu Asp 

370 375 380 

Ala Glu Thr Lys Asn Ala Ala 
385 390 

<210> 4095 

<211> 253 

<212> DNA 

<213> Homo sapiens 

<400> 4095 

ccatgggggg tggggagcag gcctcagcag ggcgggttcc caaaagacag cccagagagc 
60 

agggtcagat agtggggggt gggttcagct ccactgtcca ggtgaggaaa ctgaggctga 
120 

agagagatca agtagcatcc ccagcgaaat ctgaggcctc tggaggcgcc tgtgcacgtg 
.180 

tgtctggaag tgtgtgtcca ggcagcatat ctgcatgtgt gtgcctgtcc agacagcata 
240 

tctgtgcacg cgt ' r- 
253 

<210> 4096 
<211> 83 
<212> PRT 

<213> Homo sapiens 
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ctgaatgaag aaaacaaagg tcttgatgtt ctagtggaat atctctcatt tgcacagtac 
780 

gcggtaactt ttgactttga aagtgtggag agtactgtgg agagctcggt ggacaaatca 
840 

aagccctgga gtaggtccat cgaggacctg cacagaggga gcaacctgcc ctcacctgtg 
900 

ggcaacagtg tctcccgctc tggaagacat tctgcactgc gatataatac attgccaagc 
960 

agaagaactc tgaaaaattc aagattagtg agtaagaaag atgatgtgca tgtctgtatc 
1020 

atgtgtttac gtgccatcat gaattateag tatggtttca acatggtcat gtctcatcca 
1080 

cacgctgtca atgagattgc actaagcctg aacaacaaga atcccagaac aaaagccctt 
1140 

gtcttagaac tgttggcagc cgtttgtctt gtcagaggcg ggcatgaaat cattttatca 
1200 

gcatttgata actttaaaga ggtttgtgga gaaaaacagc gctttgagaa gttgatggaa 
1260 

catttcagga atgaagacaa taacatagat tttatggtgg cttctatgca gtttattaat 
1320 

attgtagtcc attcagtaga agatatgaat ttcagagttc acctgcagta tgaatttacc 
1380 

aaattaggcc tggacgaata cttggacaag ctgaaacaca ctgagagtga caagcttcaa 
1440 

gtccagatcc aggcttacct ggacaatgtt tttgatgtag gagctctact ggaagatgct 
1500 

gaaactaaga atgctgcag 
1519 

<210> 4094 
<211> 391 
<212> PRT 

<213> Homo sapiens 



<:400> 4094 



Met 


Gly 


Asn 


Ala 


Gly 


Ser 


Met Asp 


Ser 


Gin 


Gin 


Thr 


Asp 


Phe 


Arg 


Ala 


l 






5 








10 










15 




His 


Asn 


Val 


Pro 


Leu 


Lys 


Leu Pro 


Met 


Pro 


Glu 


Pro 


Gly 


Glu 


Leu 


Glu 








20 








25 










30 






Glu 


Arg 


Phe 


Ala 


He 


Val 


Leu Asn 


Ala 


Met 


Asn 


Leu 


Pro 


Pro 


Asp 


-Lys 




35 








40 










45 








Ala 


Arg 


Leu 


Leu 


Arg 


Gin 


Tyr Asp 


Ash 


Glu 


Lys 


Lys 


Trp 


Glu 


Leu 


He 




50 










55 








60 










Cys 


Asp 


Gin 


Glu 


Arg 


Phe 


Gin Val 


Lys 


Asn 


Pro 


Pro 


His 


Thr Tyr 


He 


65 








70 








75 










80 


Gin 


Lys 


Leu 


Lys 


Gly 


Tyr 


Leu Asp 


Pro 


Ala 


Val 


Thr 


Arg 


Lys 


Lys 


Phe 








85 








90 










95 




Arg 


Arg 


Arg 


Val 


Gin 


Glu 


Ser Thr 


Gin 


Val 


Leu Arg 


Glu 


Leu 


Glu 


He 






100 








105 










110 






Ser 


Leu 


Arg 


Thr 


Asn 


His 


He Gly 


Trp 


Val 


Arg 


Glu 


Phe 


Leu 


Asn 


Glu 






115 








120 










125 








Glu 


Asn 


Lys 


Gly 


Leu 


Asp 


Val Leu 


Val 


Glu 


Tyr 


Leu 


Ser 


Phe 


Ala 


Gin 




130 










135 








140 










Tyr 


Ala 


Val 


Thr 


Phe 


Asp 


Phe Glu 


Ser 


Val 


Glu 


Ser 


Thr 


Val 


Glu 


Ser 
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<213> Homo sapiens" 
<400> 4092 



His 


Gly Gly 


Tyr 


Thr Gly Ser 


Gly 


Pro 


Gly 


Phe 


Gly 


Glu 


Pro 


Arg 


Asp 


1 




5 






10 










15 




Ser 


Gly Ala 


Glu 


Val Pro Ser 


Gly 


Ser 


Gly 


Arg 


Ala 


Thr 


Gly Cys 


Glu 




20 






25 










30 






Arg 


Gly Gly 


Val 


Arg Gly Ala 


Arg 


Gin 


Gly 


Arg 


Ala 


Pro 


Gly 


Ser 


Ser 




35 






40 










45 








He 


Trp Arg 


Lys 


Glu Pro Arg 


Met 


Val 


Cys 


Thr 


Arg 


Lys 


Thr 


Lys 


Thr 




50 




55 










60 










Leu 


Val Ser 


Thr 


Cys Val He 


Leu 


Ser 


Gly 


Met 


Thr 


Asn 


He 


He 


Cys 


65 






70 








75 










80 


Leu 


Leu Tyr 


Val 


Gly Trp Val 


Thr 


Asn 


Tyr 


lie 


Ala 


Ser 


Val 


Tyr 


Val 






85 






90 










95 




Arg 


Gly Gin 


Glu 


Pro Ala Pro 


Asp 


Lys 


Lys 


Leu 


Glu 


Glu 


Asp 


Lys 


Gly 


100 






105 










110 




He 


'Asp Thr Leu 


Lys 


He He Glu 


Arg 


Leu 


Asp 


His 


Leu 


Glu 


Asn 


Val 




115 






120 










125 








Lys 


Gin His 


He 


Gin Gly Tyr 


Arg 


Arg 


Asn 


Phe 


Ser 


Leu 


Leu 


Asn 


Val 



130 135 140 



Ser Asn 
145 

<210> 4093 

<211> 1519 

<212> DNA 

<213> Homo sapiens 

<400> 4093 

nngggccgcg gccggcagaa gggctgttag gagggaccac gcgccggggg cgcgatctct 
60 

ggcagggggc ggtgtgcagc ggaaccatgc acataggcgc ccacgccgac tacccctccc 
120 

gaggaaaaga ggccggggcg cgctgggggg tgagagcatg agggaggccg gggggggctg 
180 

cttggagcgc tgctagggag cggtgccgcc gcacacccgc ctgggcgcgg cggagggcgg 
240 . 

ggagcgggca ggtcgcgcct cggcgcagcg accgccggga gctgttctga tttccgacgc 
300 

gcacctaggg gcccggagca gcccccgccc cggcgcgccg ccgacatggg caacgcaggg 
360 

agcatggatt cgcagcagac cgatttcagg gcgcacaacg tgcctttgaa gctgccgatg 
420 

ccagagccag gtgaactgga ggagcgattt gccatcgtgc tgaacgctat gaacctacct 
480 

cctgacaaag ccaggttact gcggcagtat gataatgaga aaaaatggga actgatttgt 
540 

gatcaggaac gattccaggt gaagaatcct ccccatacat acattcaaaa gctcaaaggc 
600 

tatctggatc cagctgtaac caggaagaaa ttcagacggc gtgttcaaga atctacacaa 
660 

gtgctaagag aactggaaat ttctttaaga actaaccaca ttggatgggt cagagaattt 
720 



3279 



WO 00/58473 PCT/US00/08621 



gtgcccagcg gctccggacg tgctacgggg tgcgagcgcg ggggagttcg gggcgcacga 

caaggaaggg cccccgggag ctctatatgg aggaaggagc ccagaatggt gtgcaccagg 

"gaccaaaa ctttggtgtc cacttgcgtg atcctgagcg gcatgactaa catcatctgc 

ctgctctacg tgggctgggt caccaactac atcgccagcg tgtatgtgcg ggggcaggag 

ccggcgcccg acaagaagct ggaggaagac aaaggggaca ctctgaagat tattgagcgg 

ctggaccacc tggagaatgt catcaagcag cacattcaag gctataggag aaatttctcc 

cttctgaatg tgtccaacta actctgttca cctgagaaat catattcccc agctctgggt 
460 

atccctgaat aaccacagga gaacagttcc aggccctgat aagtcagcta ttgcaagggg 

gacctggctg gaagatatga aggaaaaata tcattcttga actaataagt tgagagatca 

cagccttcag gggaccagaa gggaaggctg aacagagaag ggcaatttca cgttcgccat 

gtccatattt ctatcgtcat gagccatctc accttacagg cagggaagtt ttgagcttag 

Igaatgggac gcgtcaagaa aaccgtggct cccccagctc tgttcctgga ttcagtgcct 
780 

gttgtttcat cctgtgtaga ctggagtcag ggtctacaca gttggaattc tatggaacca 
840 

agatgctgtg tggcagatgg atgtggactc caactgtgac aatccagaag gccttgggga 

900 ■ 
cttgtttcat gaacagctcc ctgtaggatc tctgttgggg tgggggattc taggggcatc 

tccgcagttt tcttctgaaa acaaaacgaa tacaagttgg gcaggtgcaa caactgtgca 

Jgcagtcccc tcccagggct ggctagcagt attgttgggt accgtaagca cttagcattg 

Jtaagtgagc ataagtaaca agatgcaaca gcctctggcc aagttttgaa gattttgttt 

taaagtatgc ttttagatgt tgacattcat gattattaaa aggaacaaaa ctcaatttgg 

ggtctcaaga gccacaattc tagacttcta ggatgtcagg agccatgctc ttaagcttct 

caccctgctg ttttaatgag attaatgatt attttccact gagcacetac ctgtgatgtt 

1320 - „ 

cataaaaaag tgaaataaat gactcacatg gagatttgga aggatatcac tgtggaaagt 

agatgttaac agcctctaga aatatgataa ttatcagcta tttgagatgc agtcactgta 

1440 . 
atgtgataac aagatgtgtt gtgcaggtag aaagcatgga gagaaatggc acaaagtaga 

1500 

gttataagaa aaaaaaaaaa aaaaaa 
1526 

<210> 4092 
<211> 146 
<212> PRT 
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<210> 4089 

<211> 511 

<212> DNA 

<213> Homo sapiens 

<400> 4089 

accggtctcc gcgtcttggt ggtagtggtc ccctgggccc agctgtcttt tcttttacct 

ctttgtcttg cgtctttatt tctatgttct cttgtctctg cacatgggga gaaacccacc 
120 

aaccctgtgg ggctggcccc tacacagttt ttaaggggta cagggaaggg aagaaacagg 
180 

caccatgtgg ggcaggggtt ctgcttctat catatttcca ttttgttgtt ttaggagatc 
240 

cttccaactc tcactaacat tattttccag agaacaaaag aaaaactatg ctctccaaga 
300 

acatgtttcc tttgtaattt ttctgtcctc aaactttttc tggagagatg agtcatttga 
360 

cctgacattg agaataggct tgaagccctt tgagaggaca aaggagatag agtcagcatt 
420 

cctatctcca tgctctgaag atccaagtca cttggttact gctccctggg ctgtctattt 
.480 

tcactgttta tggaagatag agtacacctg t 
511 

<210> 4090 

<211> 109 

<212> PRT 

<213> Homo sapiens 

<400> 4090 

Met Trp Gly Arg Gly Ser Ala Ser He He Phe Pro Phe Cys Cys Phe - 

15 10 15 

Arg Arg Ser Phe Gin Leu Ser Leu Thr Leu Phe Ser Arg Glu Gin Lys 

20 25 30 

Lys Asn Tyr Ala Leu Gin Glu His Val Ser Phe Val He Phe Leu Ser 

35 40 45 

Ser Asn Phe Phe Trp Arg Asp Glu Ser Phe Asp Leu Thr Leu Arg He 

50 .55 60 

Gly Leu Lys Pro Phe Glu Arg Thr Lys Glu He Glu Ser Ala Phe Leu 
65 70 75 80 

Ser Pro Cys Ser Glu Asp Pro Ser His Leu Val Thr Ala Pro Trp Ala 

85 90 95 

Val Tyr Phe His Cys Leu Trp Lys He Glu Tyr Thr Cys 
100 105 

<210> 4091 

<211> 1526 

<212> DNA 

<213> Homo sapiens 

<400> 4091 

cacggcggct acaccggcag cggaccgggc tttggagaac ctcgggactc aggtgctgag 
60 
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agcagtaaac tggagcgggc taatgacact atctgtgcca atgagttgga aatagagcgc 
840 

ctcaccatga gggtcaatga cttggttgga accagtatga ctgtcctaca ggagcagcag 
900 

caaaaagaag aaaaattgag ggaatctgaa aaactattag aggctctgca ggaaaaaaa 
959 

<210> 4088 

<211> 319 

<212> PRT 

<213> Homo sapiens 

<400> 4088 

Arg Gly Ser Leu Glu Lys Ala Leu Phe Gin Leu Leu Lys Val Trp Gly 

1 5 10 15 

Gin Trp Ala Glu Gin Thr Arg Arg Leu Gin Arg Leu Asp Val Ser Leu 

. 20 25 30 

Ala Val Ala Arg Val Arg Ser Ala Gly Pro Ser Cys Gin Asn Lys Gly 

35 40 45 

Asp Leu Val Met Glu Ala Leu Leu Glu Gly lie Gin Asn Arg Gly His 

50 55 60 

Gly Gly Gly Phe Leu Thr Ser Cys Glu Ala Glu Leu Gin Glu Leu Met 
65 70 75 80 

Lys Gin He Asp He Met Val Ala His Lys Lys Ser Glu Trp Glu Gly 

85 90 95 

Arg Thr His Ala Leu Glu Thr Cys Leu Lys He Arg Glu Gin Glu Leu 

100 105 110 

Lys Ser Leu Arg Ser Gin Leu Asp Val Thr His Lys Glu Val Gly Met 

115 120 125 

Leu His Gin Gin Val Glu Glu His Glu Lys He Lys Gin Glu Met Thr 

130 135 140 

Met Glu Tyr Lys Gin Glu Leu Lys Lys Leu His Glu Glu Leu Cys lie 
145 150 155 160 

Leu Lys Arg Ser Tyr Glu Lys Leu Gin Lys Lys Gin Met Arg Glu Phe 

165 170 * 175 

Arg Gly Asn Thr Lys Asn His Arg Glu Asp Arg Ser Glu He Glu Arg 

180 185 190 

Leu Thr Ala Lys He Glu Glu Phe Arg Gin Lys Ser Leu Asp Trp Glu 

195 200 205 

Lys Gin Arg Leu lie Tyr Gin Gin Gin Val Ser Ser Leu Glu Ala Gin 

210 215 220 

Arg Lys Ala Leu Ala Glu Gin Ser Glu He He Gin Ala Gin Leu Val 
225 . 230 235 ' 240 

Asn Arg Lys Gin Lys Leu Glu Ser Val Glu Leu Ser Ser Gin Ser Glu 

245 250 255 

He Gin His Leu Ser Ser Lys Leu Glu Arg Ala Asn Asp Thr He Cys 

260 265 270 

Ala Asn Glu Leu Glu He Glu Arg Leu* Thr Met Arg Val Asn Asp Leu 

275 280 285 

Val Gly Thr Ser Met Thr Val Leu Gin Glu Gin Gin Gin Lys Glu Glu 

290 295 300 

Lys Leu Arg Glu Ser Glu Lys Leu Leu Glu Ala Leu Gin Glu Lys 
305 310 315 
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625 630 635 640 

Thr Val Met Leu Gin Phe Phe Val His Phe Leu Ser Leu Val Tyr Leu 

645 650 655 

Tyr Arg Glu Ala Gin Ala Arg Ser Pro Xaa Arg Xaa Gin Glu Gin Phe 

660 665 , 670 

Val Asp Leu tyr Lys Glu Phe Glu Pro Ser Leu Val Asn Ser Thr Val 

675 680 685 

Tyr lie Met Ala Met Ala Met Gin Met Ala Thr Phe Ala lie Asn Tyr 

690 695 700 

Lys Gly Pro Pro Phe Met Glu Ser Leu Pro Glu Asn Lys Pro Leu Val 
705 710 715 720 

Trp Ser Leu Ala Val Ser Leu Leu Ala lie lie Gly Leu Leu Leu Gly 

725 730 735 

Ser Ser Pro Asp Phe Asn Ser Gin Phe Gly Leu Val Asp lie Pro Val 

740 745 750 

Glu Phe Lys Leu Val lie Ala Gin Val Leu Leu Leu Asp Phe Cys Leu 

755 760 765 

Ala Leu Leu Ala Asp Arg Val Leu Gin Phe Phe Leu Gly Thr Pro Lys 

770 775 780 

Leu Lys Val Pro Ser 
785 

<210> 4087 
<211> 959 
<212> DNA 

<213> Homo sapiens 
<400> 4087 

aggggaagtc tggagaaggc attgtttcaa ttattaaaag tgtgggggca gtgggcggaa 
60 

caaacgcgcc gactacagag gctggacgta agcttagcgg tggcgcgcgt gcgcagcgcc 
120 

ggcccgagtt gccaaaacaa aggggatttg gtgatggagg ctttgttaga aggaatacaa 
180 

aatcgagggc atggtggggg atttttgaca tcttgcgaag cagaactaca ggagctcatg 
240 

aaacagattg acataatggt ggctcataaa aaatctgaat gggaaggacg tacacatgct 
300 

ctagaaactt gcttgaaaat ccgtgaacag gaacttaaga gtcttaggag tcagttggat 
360 

gtgacacata aggaggttgg aatgttgcat cagcaggtag aagaacatga aaaaatcaag 
420 

caagagatga ccatggaata taagcaggag ttgaagaaac tacatgaaga attatgcata 
480 

ctgaagagaa gctatgaaaa gcttcagaaa aagcaaatga gggaattcag aggaaatacc 
540 

aaaaatcaca gggaagatcg gtctgaaatt gagaggttaa ctgcaaaaat agaggaattc 
600 

cgtcagaaat cgctggactg ggagaagcaa cgcttgattt atcagcaaca ggtatcttca 
660 

ctggaggcac aaaggaaggc tctggctgaa caatcagaga taattcaggc tcagcttgtc 
720 

aatcggaaac agaaattaga gtctgtggaa ctttctagcc aatcagaaat tcaacactta 
780 
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195 200 205 

Phe Ala Ser Ala Leu Lys Arg Met Ser Val Leu Ala Ser Tyr Glu Lys 

210 215 220 

Leu Gly Ser Thr Asp Leu Cys Tyr lie Ala Ala Val Lys Gly Ala Pro 
225 230 235 240 

Glu Thr Leu His Ser Met Phe Ser Gin Cys Pro Pro Asp Tyr His His 

245 250 255 

lie His Thr Glu lie Ser Arg Glu Gly Ala Arg Val Leu Ala Leu Gly 

260 265 270 

Tyr Lys Glu Leu Gly His Leu Thr His Gin Gin Ala Arg Glu Val Lys 

275 280 285 

Arg Glu Ala Leu Glu Cys Ser Leu Lys Phe Val Gly Phe lie Val Val 

290 295 300 

Ser Cys Pro Leu Lys Ala Asp Ser Lys Ala Val lie Arg Glu He Gin 
305 310 315 320 

Asn Ala Ser His Arg Val Val Met He Thr Gly Asp Asn Pro Leu Thr 

325 330 335 

Ala Cys His Val Ala Gin Glu Leu His Phe He Glu Lys Ala His Thr 

340 345 350 

Leu He Leu Gin Pro Pro Ser Glu Lys Gly Arg Gin Cys Glu Trp Arg 

355 360 365 

Ser, He Asp Gly Ser He Val Leu Pro Leu Xaa Pro Gly Ala Pro Gin 

370 375 380 

Arg His Trp Pro Trp Ser Thr His Xaa Cys Leu Thr Gly Asp Gly Leu 
385 390 395 400 

Ala His Leu Gin Ala Thr Asp Pro Gin Gin Leu Leu Arg Leu He Pro 

405 410 415 

His Val Gin Val Phe Ala Arg Val Ala Pro Lys Gin Lys Glu Phe Val 

420 425 430 

lie Thr Ser Leu Lys Glu Leu Gly Tyr Val Thr Leu Met Cys Gly Asp 

435 440 . 445 

Gly Thr Asn Asp Val Gly Ala Leu Lys His Ala Asp Val Gly Val Ala 

450 455 460 

Leu Leu Ala Asn Ala Pro Glu Arg Val Val Glu Arg Arg Arg Arg Pro 
465 470 475 480 

Arg Asp Ser Pro Thr Leu Ser Asn Ser Gly He Arg Ala Thr Ser Arg 

485 490 495 

Thr Ala Lys Gin Arg Ser Gly Leu Pro Pro Ser Glu Glu Gin Pro Thr 

500 505 510 * 

Ser Gin Arg Asp Arg Leu Ser Gin Val Leu Arg Asp Leu Glu Asp Glu 

515 520 525 

Ser Thr Pro He Val Lys Leu Gly Asp Ala Ser He Ala Ala Pro Phe 

530 535 540 

Thr Ser Lys Leu Ser Ser He Gin Cys He Cys His Val He Lys Gin 
545 550 555 560 

Gly Arg Cys Thr Leu Val Thr Thr Leu Gin Met Phe Lys He Leu Ala 

565 570 575 

Leu Asn Ala Leu He Leu Ala Tyr Ser Gin Ser Val Leu Tyr Leu Glu 

580 585 590 

Gly Val Lys Phe Ser Asp Phe Gin Ala Thr Leu Gin Gly Leu Leu Leu 

595 600 605 

Ala Gly Cys Phe Leu Phe lie Ser Arg Ser Lys Pro Leu Lys Thr Leu 

610 "615 620 

Ser Arg Glu Arg Pro Leu Pro Asn He Phe Asn Leu Tyr Thr He Leu 
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ccaagcctgg tcaacagcac cgtctacatc atggccatgg ccatgcagat ggccaccttc 
2100 ' 

gccatcaatt acaaaggccc gcccttcatg gagagcctgc ccgagaacaa gcccctggtg 
2160 

tggagtctgg cagtttcact cctggccatc attggcctgc tcctcggctc ctcgcccgac 
2220 

ttcaacagcc agtttggcct cgtggacatc cctgtggagt tcaagctggt cattgcccag 
2280 

gtcctgctcc tggacttctg cctggcgctc ctggccgacc gcgtcctgca gttcttcctg 
2340 

gggaccccga agctgaaagt gccttcctga gatggcagtg ctggtaccca ctgcccaccc 
2400 

tggctgccgc tgggcgggaa ccccaacagg gccccgggag ggaaccctgc ccccaacccc 
2460 

ccacagcaag gctgtacagt ctcgcccttg gaagactgag ctgggacccc cacagccatc 
2520 

cgctggcttg gccagcagaa ccagccccaa gccagcacct ttggtaaata aagcagcatc 
2580 

tgagatttta aaaaaaaaaa aaaaaaaccc cggaaatttt tgaattggta aattcggaaa 
2640 

acccccgatt tttcttttaa ctgttccctg ttt 
2673 

<210> 4086 

<211> 789 

<212> PRT 

<213> Homo sapiens 

<400> 4086 



Gly 


Phe 


Asn 


Thr 


Ser 


Gin 


Gly 


Lys 


Leu 


Leu 


Arg 


Thr 


He 


Phe 


Phe 


Gly 


1 








5 










10 










15 




Val 


Lys 


Arg 


Val 


Thr 


Ala 


Asn 


Asn 


Leu 


Glu 


Thr 


Phe 


He 


Phe 


He 


Leu 








20 










25 










30 






Phe 


Leu 


Leu 


Val 


Phe 


Ala 


He 


Ala 


Ala 


Ala 


Ala 


Tyr 


Val 


Trp 


He 


Glu 






35 










40 










45 








Gly 


Thr 


Lys 


Asp 


Pro 


Ser 


Arg 


Asn 


Arg 


Tyr 


Lys 


Leu 


Phe 


Leu 


.Glu 


Cys 




50 










55 










60 










Thr 


Leu 


He 


Leu 


Thr 


Ser 


Val 


val 


Pro 


Pro 


Glu 


Leu 


Pro 


He 


Glu 


Leu 


65 










70 










75 










80 


Ser 


Leu 


Ala 


Val 


Asn 


Thr 


Ser 


Leu 


He 


Ala 


Leu 


Ala 


Lys 


Leu 


Tyr 


Met 










85 










90 










95 




Tyr 


Cys 


Thr 


Glu 


Pro 


Phe 


Arg 


lie 


Pro 


Phe 


Ala Gly 


Lys 


Val 


Glu 


val 






100 










105 










110 






Cys 


Cys 


Phe 


Asp 


Lys 


Thr 


Gly 


Thr 


Leu 


Thr 


Ser Asp 


Ser 


Leu 


Val 


Val 






115 










120 










125 








Arg 


Gly 


Val 


Ala 


Gly 


Leu 


Arg 


Asp 


Gly 


Lys 


Glu 


Val 


Thr 


Pro 


Val 


Ser 




130 










135 










140 










Ser 


lie 


Pro 


Val 


Glu 


Thr 


His 


Arg 


Ala 


Leu 


Ala 


Ser 


Cys 


His 


Ser 


Leu 


145 










150 










155 










160 


Met 


Gin 


Leu 


Asp 


Asp 


Gly 


Thr 


Leu 


Val 


Gly 


Asp 


Pro 


Leu 


Glu 


Lys 


Ala 










165 










170 










175 




Met 


Leu 


Thr 


Ala 


Val 


Asp 


Trp 


Thr 


Leu 


Thr 


Lys 


Asp 


Glu 


Lys 


Val 


Phe 








18 0 










185 










190 






Pro 


Arg 


Ser 


He 


Lys 


Thr 


Gin 


Gly 


Leu 


Lys 


He 


His 


Gin 


Arg 


Phe 


His 
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accccagtgt ccagcatccc tgtagaaaca caccgggccc tggcctcgtg ccactcgctc 
480 

atgcagctgg acgacggcac cctcgtgggt gaccctctag agaaggccat gctgacggcc 
540 

gtggactgga cgctgaccaa agatgagaaa gtattccccc gaagtattaa aactcagggg 
600 

ctgaaaattc accagcgctt tcattt.tgcc agtgccctga agcgaatgtc cgtgcttgcc 
660 

tcgtatgaga agctgggctc caccgacctc tgctacatcg cggccgtgaa gggggccccc 
720 

gaaactctgc actccatgtt ctcccagtgc ccgcccgact accaccacat ccacaccgag 
780 

atctcccggg aaggagcccg tgtcctggcg ctgggctaca aggagctggg acacctcact 
840 

caccagcagg cccgggaggt caagcgggag gccctggaat gcagcctcaa gtttgtgggc 
900 

ttcattgtgg tctcctgccc gctcaaggct gactccaagg ccgtgatccg ggagatccag 
960 

aatgcgtccc accgggtggt catgatcacg ggagacaacc cgctcactgc atgccacgtg 
1020 

gcccaggagc tgcacttcat tgaaaaggcc cacacgctga tcctgcagcc tccctccgag 
1080 

aaaggccggc agtgcgagtg gcgctccatt gacggcagca tcgtgctgcc cctgnngccc 
1140 

ggggctcccc aaaggcactg gccctggagt acgcacntgt gcctcacagg cgacggcttg 
1200 

gcccacctgc aggccaccga cccccagcag ctgctccgcc tcatccccca tgtgcaggtg 
1260 

ttcgcccgtg tggctcccaa gcagaaggag tttgtcatca ccagcctgaa ggagctgggc 
1320 

tacgtgaccc tcatgtgtgg ggatggcacc aacgacgtgg gcgccctgaa gcatgctgac 
1380 

gtgggtgtgg cgctcttggc caatgcccc.t gagcgggttg tcgagcggcg acggcggccc 
1440 

cgggacagcc caaccctgag caacagtggc atcagagcca cctccaggac agccaagcag 
1500 

cggtcggggc tccctccctc cgaggagcag ccaacctccc agagggaccg cctgagccag 
1560 

gtgctgcgag acctcgagga cgagagtacg cccattgtga aactggggga tgccagcatc 
1620 

gcagcaccct tcacctccaa gctctcatcc atccagtgca tctgccacgt gatcaagcag 
1680 

ggccgctgca cgctggtgac cacgctacag atgttcaaga tcctggcgct caatgccctc 
1740 

atcctggcct acagccagag cgtcctctac ctggagggag tcaagttcag tgacttccag 
1800 

gccaccctac aggggctgct gctggccggc tgcttcctct tcatctcccg ttccaagccc 
1860 

ctcaagaccc tctcccgaga acggcccctg cccaacatct tcaacctgta caccatcctc 
1920 

accgtcatgc tccagttctt tgtgcacttc ctgagccttg tctacctgta ccgtgaggcc 
1980 

caggcccgga gccccnngag anagcaggag cagttcgtgg acttgtacaa ggagtttgag 
2040 
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100 105 110 

Gly His Pro Ser Ser Ala Ala Ser Ala Pro Val Ser Cys Ser Gly Pro 

115 120 125 

Pro Pro Pro Pro Pro Pro Pro Val Pro Pro Pro Pro Thr Gly Ala Thr 

130 * 135 140 

Pro Pro Pro Pro Pro Pro Leu Pro Ala Gly Gly Ala Gin Gly Ser Ser 
145 150 155 160 

His Asp Glu Ser Ser Met Ser Gly Leu Ala Ala Ala lie Ala Gly Ala 

165 170 175 

Lys Leu Arg Arg Val Gin Arg Pro Glu Asp Ala Ser Gly Gly Ser Ser 

180 185 190 

Pro Ser Gly Thr Ser Lys Ser Asp Ala Asn Arg Ala Ser Ser Gly Gly 

195 200 205 

Gly Gly Gly Gly Leu Met Glu Glu Met Asn Lys Leu Leu Ala Lys Arg 

210 215 220 

Arg Lys Ala Ala Ser Gin Ser Asp Lys Pro Ala Glu Lys Lys Glu Asp 
225 230 235 240 

Glu Ser Gin Met Glu Asp Pro Ser Thr Ser Pro Ser Pro Gly Thr Arg 

245 250 255 

Ala Ala Ser Gin Pro Pro Asn Ser Ser Glu Ala Gly Arg Lys Pro Trp 

260 265 270 

Glu Arg Ser Asn Ser Val Glu Lys Pro Val Ser Ser lie Leu Ser Arg 

275 280 285 

Thr Pro Ser Val Ala Lys Ser Pro Glu Ala Lys Ser Pro Leu Gin Ser 

290 295 300 

Gin Pro His Ser Arg Met Lys Pro Ala Gly Ser Val Asn Asp Met Ala 
305 310 315 320 

Leu Asp Ala Phe Asp Leu Asp Arg Met Lys Gin Glu, lie Leu Glu Glu 

325 330 335 

Val Val Arg Glu Leu His Lys Val Lys Glu Glu lie lie Asp Ala_ lie 

340 345 350 

Arg Gin Glu Leu Ser Gly lie Ser Thr Thr 
355 360 - 

<210> 4085 . 

<211> 2673 

<212> DNA 

<213> Homo sapiens 



<400> 4085 

ggattcaaca catcccaggg caagctgctg 
60 

actgcgaaca acctggagac cttcatcttc 
120 

gcagctgcct atgtatggat tgaaggtacc 
180 

tttctggagt gcaccctgat cctcacctcg 
240 

tccctggccg tcaacacctc cctcatcgcc 
300 

cccttccgga tcccctttgc tggcaaggtc 
360 

ttgaccagtg acagcctggt ggtgcgcggt 
420 



cgcaccatct tcttcggggt caagagggtg 
atcctcttcc tcctggtgtt. tgccatcgct 
aaggacccca gccggaaccg ctacaagctg 
gtcgtgcctc ctgagctgcc catcgagctg 
ctggccaagc tctacatgta ctgcacagag 
gaggtgtgct gctttgacaa gacggggacg 
gtggccgggc tgagagacgg gaaggaggtg 
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tcctcagagg ctggccggaa gccctgggag cggagcaact cggtggagaa gcctgtgtcc 
2040 

tcgattctgt ccagaacccc gtctgtggca aagagccccg aagctaagag cccccttcag 
2100 

tcgcagcctc actctaggat gaagcctgct gggagcgtga atgacatggc cctggatgcc 
2160 

ttcgacttgg accggatgaa gcaggagatc ctagaggagg tggtgagaga gctccacaag 
2220 

gtgaaggagg agatcatcga cgccatcagg caggagctga gtgggatcag caccacgtaa 
2280 

ggggccggcc tcgctgcgct gattcgtcga gcccatccgg cgacagagga cagccagaag 
2340 

cccagccagc cccagactcc agtgcaccag agcacgcaca ggagcctggg cgcgctgctg 
2400 

tgaaacgtcc tgacctgtga tcacacatga cagtgaggaa accaagtgca actcctgggt 
2460 

tttttttaga ttctgcctga cacggaacac caggtctgct cgtctttttt gtgttttata 
2520 

tttgcttatt taaggtacat ttctttgggt ttctagagac gcccctaagt cacctgcttc 
2580 

attagacggt ttccaggttt tctcccaggt gacgctgtta gcgcctcagc tggcggtgac 
2640 

agccggccca gcgtggcgcc accacacacc gcagagctgt ccaggcacag ctccgtcccc 
2700 

agcgctcatg gtgttgaaac tgtctgtcat gcaccacggt gtctgtgtcc acacagtaat 
2760 

aaacggttta ctgtccgcaa aaaaaaaact ttgccggtct cagtctttaa tcgtggcagg 
2820 

gcctcacgca cgcgcgcacg tacacacact caggcttcag atcttgttga aagctgcgat 
2880 

attgacactc tgcactttct cttctatctt gttattatat ctccggcagt ctgtcccacc 
2940 

ttgtcgtcct ccaccacaca ctgaatctgt agctccggcc ggc 
2983 

<210> 4084 
<211> 362 
<212> PRT 

<213> Homo sapiens 



<400> 4084 



Gin Asp 


Gin 


Gin 


Val 


Val 


lie 


Asn 


Tyr 


Ser 


He 


Val 


Lys 


Gly Leu 


Lys 


1 






5 










10 








15 




Tyr Asn 


Gin 


Ala 


Thr 


Pro 


Thr 


Phe 


His 


Gin 


Trp 


Arg 


Asp 


Ala Arg 


Gin 






20 










25 










30 




Val Tyr 


Gly 


Leu 


Asn 


Phe 


Ala 


Ser 


Lys 


Glu 


Glu 


Ala 


Thr 


Thr Phe 


Ser 




35 










40 










45 






Asn Ala 


Met 


Leu 


Phe 


Ala 


Leu 


Asn 


He 


Met 


Asn 


Ser 


Gin 


Glu Gly 


Gly 


50 










55 










60 








Pro Ser 


Ser 


Gin 


Arg 


Gin 


val 


Gin 


Asn 


Gly 


Pro 


Ser 


Pro 


Asp Glu 


Met 


65 








70 










75 








80 


Asp lie 


Gin 


Arg 


Arg 


Gin 


Val 


Met 


Glu 


Gin 


His 


Gin 


Gin 


Gin Arg 


Gin 








85 










90 








95 




Glu Ser 


Leu 


Glu 


Arg 


Arg 


Thr 


Ser 


Ala 


Thr 


Gly 


Pro. 


He 


Leu Pro 


Pro 
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ggaaacagga 
420 

caaatctata 
480 

gttaatatct 
540 

gctcaatgca 
600 

agaacaagag 
660 

aattcatgat 
720 

ttgcaaagtt 
780 

cctgattgta 
840 

acttgactcc 
900 

tgaatccctg 
960 . 

cataggctgg 
1020 

gccatggcca 
1080 

gacaccagta 
1140 

atctaccaca 
1200 

caggttgtga 
1260 

ttccaccagt 
1320 

gcaaccacat 
1380 

ggcccctcca 
1440 

agaagacaag 
1500 

tcggccacag 
1560 

tcatgtagtg 
1620 

accccacctc 
1680 

agctccatgt 
1740 

ccagaagacg 
1800 

gcaagcagcg 
1860 

aggagaaaag 
1920 

atggaagatc 
1980 



tggcaagttt 
tctcacaagt 
ctaaatctaa 
gtgacagtgc 
agggtctcag 
gttcagggca 
taagccgtag 
cttcagccct 
.aacgactctg 
ctggccaggt 
tgggagtaca 
caagtgaaca 
agaaatgggt 
acactgccag 
tcaattattc 
ggcgagatgc 
tctccaatgc 
gccagcgtca 
tgatggagca 
ggcccatcct 
ggcctccacc 
ccccaccccc 
caggactggc 
catctggagg 
ggggtggcgg 
cagcctccca 
ctagtacctc 



aaaacagatc 
ggcaaagaga 
aggcaggcag 
taggataccc 
catcaggcca 
aacagcattg 
acctggcggg 
ttcacgattg 
aaggtgttgc 
ttgattggta 
ggactcgcct 
gagtatctgc 
accaatcaaa 
caacaccttc 
aatcgtgaaa 
ccgccaggtc 
aatgctgttt 
ggtgcagaat 
gcaccagcag 
cccaccagga 
gcccccccca 
actgccagcc 
cgctgccata 
ctccagtccc 
aggaggcctc 
gtcagacaag 
cccctctccg 



tggatatgtg 
tacaaactcc 
caggtttctc 
ggagagccag 
agacaaagcc 
cattggagaa 
catctcgcca 
aataattgat 
tggcagtgtt 
cccatttctt 
cctcagggtt 
caagcccggg 
cctggccagc 
agagtcgttg 
gggctgaagt 
tacggcttaa 
gccctgaaca 
ggcccctctc 
cagcgtcagg 
catccttcat 
cccccagtcc 
ggaggagccc 
gctggggcca 
agtgggacct 
atggaggaaa 
ccagccgaga 
gggacccgag 



gcttcaggga 
attctttcct 
tgagaacaca 
agctgtggga 
ctacttacct 
cgtggttgcc 
ctggtggaag 
cacaacctgc 
gtggtagatg 
actggtggtc 
ccctgtgctg 
cttccgtgat 
agggattcag 
gagtcaagtt 
acaatcaggc 
actttgcaag 
tcatgaattc 
ctgatgagat 
aatctctaga 
ctgcagccag 
cacctccacc 
aggggtccag 
agctgagaag 
caaagtccga 
tgaacaaact 
agaaggaaga 
cagccagcca 



cacatctgta 
cctctgaatt 
tgcaacctca 
gggcagaggt 
ccttcttggg 
tcttctttac 
gttggcgtgg 
tgatcctgca 
ttgatccggc 
ctctgatcaa 
ccacttttca 
ggtctacgat 
ccggatcaac 
gcaggatcag 
cacgccaacc 
taaagaagag 
ccaagaagga 
ggacatccag 
aagaagaacc 
cgcccccgtc 
cactggggct 
ccacgacgag 
agtccaacgg 
tgccaaccgg 
gctggccaag 
tgaaagccaa 
gccacctaac 
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<210> 4082 

<2il> 215 

<212> PRT 

<213> Homo sapiens 



<400> 4082 



Arg 


lie 


Pro 


Pro 


Trp 


Met 


Glu 


Val 


Val 


Leu 


He 


Pro 


Met 


Thr 


Gly 


Lys 


1 








5 










10 










15 




Pro 


Ser 


Leu 


Tyr 


Pro 


Gly Leu 


Phe 


Leu 


Phe 


Thr 


Thr 


Pro 


Cys 


Arg 


Leu 








20 . 










25 










30 






Val 


Arg 


Pro 


Val 


Gin 


Asn 


Leu 


Ala 


Leu 


Gly Lys 


Glu 


Glu 


Leu 


He 


Gly 






35 










40 










45 








Thr 


Met 


Glu 


Gin 


He 


Phe 


Met 


Asn 


Val 


Ala 


He 


Phe 


Glu 


Asp 


Glu 


Val 




50 










55 










60 










Phe 


Ala 


Gly 


Val 


Thr 


Thr 


His 


Gin 


Glu 


Leu 


Phe 


Pro 


His 


Ser 


Leu 


^Leu 


65 










70 










75 










80 


Ser 


Val 


He 


Ala 


Asn 


Phe 


He 


Pro 


Phe 


Ser 


Asp 


His 


Asn 


Gin 


Ser 


Pro 










85 










90 










95 




Arg 


Asn 


Met 


Tyr 


Gin 


Cys 


Gin 


Met 


Gly Lys 


Gin Thr Met Gly Phe 


Pro 








100 










105 










110 






Leu 


Leu 


Thr 


Tyr 


Gin Asp Arg 


Ser 


Asp 


Asn 


Lys 


Leu 


Tyr Arg 


Leu 


Gin 






115 










120 










125 








Thr 


Pro 


Gin 


Ser 


Pro 


Leu 


Val 


Arg 


Pro 


Ser 


Met 


Tyr 


Asp 


Tyr 


Tyr 


Asp 




130 










135 










140 










Met 


Asp 


Asn 


Tyr 


Pro 


He 


Gly Thr 


Asn 


Ala 


He 


Val 


Ala 


val 


He 


Ser 


145 










150 










155 










160 


Tyr 


Thr 


Gly 


Tyr 


Asp 


Met 


Glu Asp 


Ala 


Met 


He 


Val 


Asn 


Lys 


Ala 


Ser 










165 










170 










175 




Trp 


Glu 


Arg 


Gly 


Phe 


Ala 


His 


Gly 


Ser 


Val 


Tyr 


Lys 


Ser 


Glu 


Phe 


He 








180 










185 










190 






Asp 


Leu 


Ser 


Glu 


Lys 


He 


Lys 


Gin 


Gly Asp Ser 


Ser 


Leu 


Val 


Phe 


Gly 






195 










200 










205 








lie 


Lys 


Pro 


Gly 


Asp 


Pro Arg 






















210 










215 





















<210> 4083 

<211> 2983 

<212> DNA 

<213> Homo sapiens 



<400> 4083 

aactgctcac ccagaactcc ggctcagacg gcaccaccac tgtggaggtc tcccttggcg 
60 

gctctgaagg gcagttactt acgtcctatt ctgtggtccc taagtacctt gcacgtacct 
120 

ttatttaaac acttactgca atacattcca gttagctgtt tatgaacctg tctaccatga 
180 

aaaactaaat gccttgaggg gaaggccgct gttcatttct tatctatttt gcctacacgg 
240 

tttcttgccc tcagtaagca tttaataaac ttttgttaaa catatgaatg aataattaaa 
300 

ttcaaaaata aattcttgac tgttttctcc catctctctc aaatgtttgc tctggaatat 
360 
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ccccgttgtt atgaagtcat tagatagtag agctggggat ttgaacccca gaggcccact 

780 

nta 

783 

<210> 4080 
<211> 101 
<212> PRT 

<213> Homo sapiens 
<400> 4080 



Met 


Pro 


Ala 


Gin 


Asn 


Arg 


Arg Glu 


Tyr 


Gly Thr 


Pro 


Ala 


Leu Gly 


Tyr 


l 








5 








10 








15 




He 


Cys 


Lys 


Glu 


Arg 


Arg 


Leu Cys 


Arg 


Trp 


Glu 


Leu 


Phe 


Thr Gin 


Ala 








20 . 








25 










30 




Leu 


Thr 


Pro 


Ser 


Val 


Cys 


Leu Pro 


Ser 


Lys 


Leu 


His 


Cys 


Pro Asn 


Arg 






35 








40 










45 






Glu 


-Ala 


Leu 


His 


Ala 


Gin 


Pro Gly Glu 


Gin 


Gly Trp Met 


Gly Leu 


Lys 




50 










55 








60 








Arg 


Ala 


Gin 


Pro 


Ser 


Pro 


Glu Arg 


Thr 


Leu 


His 


Ser 


Asn 


Leu Pro 


Gin 


65 










70 








75 








80 


Ser 


Trp 


Gly 


Lys 


His 


Glu 


Gly Cys 


Pro 


Ser 


Thr 


Glu 


Val 


Asn Pro 


Gly 










85 








90 








95 




His 


Ala 


Arg 


Thr 


Lys 





















100 



<210> 4081 

<211> 645 

<212> DNA 

<213> Homo sapiens 

<400> 4081 

agaattcctc cctggatgga agtggtcctt atacccatga caggaaaacc aagtctgtac 
60 

ccaggattgt tcctttttac cactccttgt agactggtac ggcctgtgca gaacttagca 
120 

ttgggcaaag aagagctaat tggaactatg gaacagatct tcatgaatgt cgctatcttt 
180 

gaggatgaag tttttgctgg agttaccaca caccaggaac tctttccaca cagcctgctg 
240 

agtgtgattg ccaacttcat ccctttctct gatcacaacc agagtccacg gaacatgtac 
300 

caatgccaga tgggtaagca aactatgggc tttccacttc tcacttatca agaccgatcg 
360 

gataacaaac tgtatcgtct tcagactcct cagagtccct tggtgagacc ctccatgtat 
420 

gattattatg acatggataa ctatccaatt gggaccaatg ccatcgttgc tgtgatttct 
480 

tacactggct atgatatgga agatgccatg attgtgaata aggcctcttg ggaacgaggc 
540 

tttgcccatg gaagtgtcta caagtctgag ttcatagacc tctctgaaaa aattaaacaa 
600 

ggagatagta gcctggtgtt tggcatcaaa cctggtgacc cacgc 
645 
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'.20 25 30 

Arg Glu He Asn Pro Leu Leu Phe Ser Tyr Val Glu Glu Leu Val Glu 

35 40 45 

He Arg Lys Leu Arg Gin Asp He Leu Leu Met Lys Pro Tyr Phe He 

50 55 60 

Thr Cys Arg Glu Ala Met Glu~ Ala Arg Leu Leu Leu Gin Leu Gin Asp 
65 70 75 80 

Arg Gin His Phe Val Glu Asn Asp Glu Met Tyr Ser Val Gin Asp Leu 

85 90 95 

Leu Asp Val His Ala Gly Arg Leu Gly Cys Ser Leu Thr Glu He His 

100 105 HO 

Thr Leu Phe Ala Lys His He Lys Leu Asp Cys Glu Arg Cys Gin Ala 

115 120 125 

Lys Gly Phe Val Cys Glu Leu Cys Arg Glu Gly Asp Val Leu Phe Pro 

130 135 140 

Phe Asp Ser His Thr Ser Val Cys Ala Asp Cys Ser Ala Val Phe His 
145 ISO 155 160 

Arg Asp Cys Tyr Tyr Asp Asn Ser Thr Thr Cys Pro Lys Cys Ala Arg 

165 170 175 

Leu Ser Leu Arg Lys Gin Ser Leu Phe Gin Glu Pro Gly Pro Asp Val 
180 185 190 

Glu Ala 



<210> 4079 
<211> 783 
<212> DNA 

<213> Homo sapiens 
<400> 4079 

tctagaactt aaacaatatt agcaatgcct caagagcccc cagtgaagtt ttccagaaac 
60 

ctggttagaa tccttaggcg ggacccacct, agcagtggtg ccttctcact ttgtcctggc 
120 

atggccaggg ttgacctctg tagagggaca tccctcgtgt ttcccccagg actgaggaag 
180 

gttagaatgc agagttctct ccggagatgg ctgagctctc tttaggccca tccacccctg 
240 

ctctcctggc tgtgcatgca aggcttctct gttagggcag tgcagcttgg agggtagaca 
300 

cactgagggt gtaagagcct gtgtgaacag ctcccatctg cagagcctcc tctccttaca 
360 

gatatatccc aaggcagggg tcccatattc cctgcggttc tgagctggca ttacctgcag 
420 

cagatggatc actggacagc gagtccggaa atcatccttc tccaccaagc tttcccactt 
480 

aatagcttgg taacctttga cagatgattt ctttctttcc taatttgtag catggggaca 
540 

gtgagggata caacagcagt ttctgaaaca gcagtgacca ccatttactg catttacccc 
600 

aggccaggca ctgtgtgtgg gcatggcatt taatcccggt aacactctat aagatagggg 
660 

ctgttatgac ctcatttctc cgatgaggaa gccagggctc agagaagttg aaggcatgag 
720 
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305 310 315 320 

Met Gly Gly Met Gin Ala Ser Met Met Gly Val Pro Asn Gly Met. Met 

325 330 335 

Thr Thr Gin Gin Ala Gly Tyr Met Ala Gly Met Ala Ala Met Pro Gin 

340 345 350 

Thr Val Tyr Gly Val Gin Pro Ala Gin Gin Leu Gin Trp Asn Leu Thr 

355 360 365 

Gin Met Thr Gin Gin Met Ala Gly Met Asn Phe Tyr Gly Ala Ash Gly 

370 375 380 

Met Met Asn Tyr Gly Gin Ser Met Ser Gly Gly Asn Gly Gin Ala Ala 
385 390 395 - 400 

Asn Gin Thr Leu Ser Pro Gin Met Trp Lys 
405 410 

<210> 4077 

<211> 684 

<212> DNA 

<213 > Homo sapiens 

<400> 4077 

cgcgttgtac acaactggga ctttgagcct cgaaaggttt ctcgctgcag catgcgctac 
60 

ctggcgctga tggtgtctcg gcccgtactc aggctccggg agatcaaccc tctgctgttc 
120 

agctacgtgg aggagctggt ggagattcgc aagctgcgcc aggacatcct gctcatgaag 
180 

ccgtacttca tcacctgcag ggaggccatg gaggctcgtc tgctgctgca gctccaggat 
240 

. cggcagcatt ttgtggagaa cgacgagatg tactctgtcc aggacctcct ggacgtgcat 
300 

gccggccgcc tgggctgctc gctcaccgag atccacacgc tcttcgccaa gcacatcaag 
360 

ctggactgcg agcggtgcca ggccaagggc ttcgtgtgtg agctctgcag agagggcgac 
420 

gtgctgttcc cgttcgacag ccacacgtct gtgtgcgccg actgctccgc ggtcttccac 
480 . 

agggactgct actacgacaa ctccaccact tgtcccaagt gtgcccggct cagcctgagg 
540 

aagcagtcgc tcttccagga gccaggtccc gatgtggagg cctagcgccg aggaacagtg 
600 

ctgggcaccc cgctctggcc cagcaggacc caccctgcca acatcaagtt gttccttctg 
660 

ctccagaaac ccctggggtg cgca 
684 

<210> 4078 

<211> 194 

<212> PRT 

<213> Homo sapiens 

<400> 4078 

Arg Val Val His Asn Trp Asp Phe Glu Pro Arg Lys Val Ser Arg Cys 

15 10 15 

Ser Met Arg Tyr Leu Ala Leu Met Val Ser Arg Pro Val Leu Arg Leu 
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ttcccaggtg tacgaggcag agggccggga cagctttcct ctcagtcatt gttcacccca 
2340 

cttgaaaatt cagacaagaa aactttgctt aaaagatttc atgtgtggga accacagttc 
24.00 

ctggctgcct ttctcctgtg tatgtgtaaa ttccttaata aatattgcag ggaaggacaa 
2460 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aa 
2492 

<210> 4076 
<211> 410 
<212> PRT 

<213> Homo sapiens 
<400> 4076 

Xaa Leu Glu Glu Asp Asn Lys Phe Cys Ala Asp Cys Gin Ser Lys Gly 

1 5 - 10 15 

Pro Arg Trp Ala Ser Trp Asn He Gly Val. Phe He Cys He Arg Cys . 

20 .25 30 

Ala Gly He His Arg Asn Leu Gly Val His He Ser Arg Val Lys Ser 

35 40 45 

Val Asn Leu Asp Gin Trp Thr Gin Glu Gin He Gin Cys Met Gin Glu 

50 55 60 

Met Gly Asn Gly Lys Ala Asn Arg Leu Tyr Glu Ala Tyr Leu Pro Glu 
,65 70 75 .80 

Thr Phe Arg Arg Pro Gin He Asp Pro Ala Val Glu Gly Phe He Arg 

85 90 " 95 

Asp Lys Tyr Glu Lys Lys Lys Tyr Met Asp Arg Ser Leu Asp He Asn 

100 105 110 

Ala Phe Arg Lys Glu Lys Asp Asp Lys Trp Lys Arg Gly Ser Glu Pro 

115 120 125 

Val Pro Glu Lys Lys Leu Glu Pro Val Val Phe Glu Lys Val Lys Met 

130 135 140 

Pro Gin Lys Lys Glu Asp Pro Gin Leu Pro Arg Lys Ser Ser Pro Lys 
145 150 155 "160 

Ser Thr Ala Pro Val Met Asp Leu Leu Gly Leu Asp Ala Pro Val Ala 

165 170 17.5 

Cys Ser He Ala Asn Ser Lys Thr Ser Asn Thr Leu Glu Lys Asp Leu 

180 185 190 

Asp Leu Leu Ala Ser Val Pro Ser Pro Ser Ser Ser Gly Ser Arg Lys 

195 200 205 

Val Val Gly Ser Met Pro Thr Ala Gly Ser Ala Gly Ser Val Pro Glu 

210 215 220 

Asn Leu Asn Leu Phe Pro Glu Pro Gly Ser Lys Ser Glu Glu He Gly 
. 225 230 235 240 

Lys Lys Gin Leu Ser Lys Asp Ser He Leu Ser Leu Tyr Gly Ser Gin 

245 250 255 

Thr Pro Gin Met Pro Thr Gin Ala Met Phe Met Ala Pro Ala Gin Met 

260 265 270 

Ala Tyr Pro Thr Ala Tyr Pro Ser Phe Pro Gly Val Thr Pro Pro Asn 

275 280 285 

Ser lie Met Gly Ser Met Met Pro Pro Pro Val Gly Met Val Ala Gin 

290 295 300 

Pro Gly Ala Ser Gly Met Val Ala Pro Met Ala Met Pro Ala Gly Tyr 
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tctgttcctg aaaatctgaa cctgtttccg 
720 

aagaaacagc tctctaaaga ctccattctt 
780 

cctactcaag caatgttcat ggctcccgct 
840 

ttccccgggg ttacacctcc taacagcata 
900 

atggttgctc agccaggagc ttctgggatg 
960 

atgggtggca tgcaggcatc aatgatgggt 
1020 

gctggctaca tggcaggcat ggcagctatg 
1080 

cagcagctgc aatggaacct tactcagatg 
1140 

ggagccaatg gcatgatgaa ctatggacag 
1200 

aatcagactc tcagtcctca gatgtggaaa 
1260 

ctcttcagcc ctcgctctcc cctttccaca 
1320 

ctacctctct gtttggttta gaaattgctc 
1380 

cagccacttc ccaaacatga agacctctct 
1440 

atcccaacgt cctccccagt cctctcctgg 
1500 

gcacttaaac tgtgggagaa' gtgtgcacac 
1560 

cctgtcagac tctcagaagg gtctgtgggt 
1620 

agaggtcctt ctatatgtgt taataagctg 
1680 

tgttctcatg atttatggga atgaagcaag 
1740 

cctgggtcag tttgacccta gccctggggt 
1800 

aaaatactac tctcttcgcc ctgagttgct 
1860 

ttcagtcagc ctttattagc accaaagact 
1920 

ccttcccgcc tcccccctgc cttcagtagg 
1980 

tatagtggga atgcagagct taacgtgtac 
2040 

tgtatgagtg tgtgttccgc ctcccaccct 
2100 

tgtttagttt taggtttaca acagagagga 
2160 

gtttttctta tggtttaaaa aacgccatgt 
2220 

tcccggtctg ctgatcactc tttcatgcct 
2280 



gagccaggga gcaaatcaga agaaataggc 
tcactgtatg gatcccagac gcctcaaatg 
cagatggcat atcccacagc ctaccccagc 
atggggagca tgatgcctcc accagtaggc 
gttgccccca tgg.ccatgcc tgcaggctat 
gtgccgaatg gaatgatgac cacccagcag 
ccccagactg tgtatggggt ccagccagct 
acccagcaga tggctgggat gaacttctat 
tcaatgagtg gcggaaatgg acaggcagca 
taaaaacaaa acacctgtat ggctgccatt 
gcctccaccc ctgaccccca tcctcttttc 
aataagtcat ttggggtttg gcatcctgcc 
gttgctttat gttgtacatg ccccatagcc 
caccagcacc ttagaagttg ttggcagaag 
ctttgagtcc cttccctcaa ggttaaagct 
gttgtatatt aggcaaacag gggaaagctt 
tttctaagtg tttaaatttg aaaagcatca 
tactgaaatc aaattaaata ctccctgggt 
gaggcaagcc ccctcctatg aggatgagca 
ttctggatct ggggcttcag gacttgctgc 
ttatgaagat cccacacaca gacacacatc 
atctggctcc gtggctggag gaccaacccc 
tgcttgtgtg tgtgcgtgag tgtgtgtgtg 
ctccccatct gctctgggta tttttgtttt 
attaatttat cagcagccta aaactgttgt 
cattgataac tccctttctc ccttcccttc 
gtgtatccag ggtgctctgt ttccccaccg 
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260 265 270 

Leu Ser Ala Phe His Ala Gly Arg Lys Gly Ser Val Ala Lys Lys Pro 

275 280 285 

Tyr Asn Pro lie Leu Gly Glu lie Phe Gin Cys His Trp Thr Leu Pro 

290 295 300 

Asn Asp Thr Glu Glu Asn Thr Glu Leu Val Ser Glu Gly Pro Val Pro 
305 310 315 320 

Trp Val Ser Lys Asn Ser Val Thr Phe Val Ala Glu Gin Val Ser His 

325 330 335 

His Pro Pro lie Ser Ala Phe Tyr Ala Glu Cys Phe Asn Lys Lys lie 

340 345. 350 

Gin Phe Asn Ala His lie Trp Thr Lys Ser Lys Phe Leu Gly Met Ser 

355 360 365 

lie Gly Val His Asn lie Gly Gin Gly Cys Val Ser Cys Leu Asp Tyr 

370 375 380 

Asp Glu His Tyr lie Leu Thr Phe Pro Asn Gly Tyr Gly Arg Ser lie 
385 390 395 400 

Leu Thr Val Pro Trp Val Glu Leu Gly Gly Glu Cys Asn lie Asn Cys 

405 410- 415 

Ser Lys Thr Gly Tyr Ser Ala Asn lie He Phe His Thr Lys Pro Phe 

420 425 430 

Tyr Gly Gly Lys Lys His Arg He Thr Ala Glu lie Phe Ser Pro Asn 

435 440 445 

Asp Lys Lys Ser Phe Cys Ser He 
450 455 

<210> 4075 
<211> 2492 
<212> DNA 

<213> Homo sapiens 
<400> 4075 

ntgctggagg aggataacaa gttttgtgca gattgccagt ctaaagggcc gcgatgggcc 

60 . 

tcttggaaca ttggtgtgtt catctgcatt cgatgtgctg gaatccacag gaatctgggg 
120 

gtgcacatat ccagggtaaa gtcagttaac ctcgaccagt ggactcaaga acagattcag 
180 

tgcatgcaag agatgggaaa tggaaaggca aaccgacttt atgaagccta tcttcctgag 
240 

acctttcggc gacctcagat agacccagct gttgaaggat ttattcgaga caaatatgag 
300 

aagaagaaat acatggaccg aagtctggac atcaatgcct ttaggaaaga aaaagatgac 
360 

aagtggaaaa gagggagcga accagttcca gaaaaaaaat tggaacctgt tgtttttgag 
420 

aaggtgaaaa tgccacagaa aaaagaagac ccacagctac ctcggaaaag ctccccgaaa 
480 

tccacagcgc ctgtcatgga tttgttgggc cttgatgctc ctgtggcctg ctccattgca 
540 . 

aatagtaaga ccagcaatac cctagagaag gatttagatc tgttggcctc tgttccatcc 
600 

ccttctcctt cgggttccag aaaggttgta ggttccatgc caactgcagg gagtgccggc 
660 



3262 



WO 00/58473 



PCT/US00/08621 



catcatccac ccatttcagc cttttatgct gagtgtttta acaagaagat acaattcaat 
1560 

gctcatatct ggaccaaatc aaaattcctt gggatgtcaa ttggggtgca caacataggg 
1620 

cagggctgtg tctcatgtct agactatgat gaacattaca ttctcacatt ccccaatggc 
1680 

tatggaaggt ctatcctcac agtgccctgg gtggaattag gaggagaatg caatattaat 
1740 , ' . " 

tgttccaaaa caggctatag tgcaaatatc atcttccaca ctaaaccctt ctatgggggc 
1800 

aagaagcaca gaattactgc cgagattttt tctccaaatg acaagaagtc tttttgctca 

1860 

attg 

1864 

<210> 4074 

<2ll> 456 

<212> PRT 

<213> Homo sapiens 

<400> 4074 

Met Val Glu Ser He Lys His Cys He Val Leu Leu Gin He Ala Lys 

1 5 10 15 

Asp Gin Ser Asn Ala Glu Lys His Ala Asp Gly Met lie Ser Thr He 

20 25 30 

Asn Pro Val Asp Ala He Tyr Gin Pro Ser Pro Leu Glu Pro Val He 

35 40 45 

Ser Thr Met Pro Ser Gin Thr Val Leu Pro Pro Glu Pro Val Gin Leu 

50 55 60 

Cys Lys Ser Glu Gin Arg Pro Ser Ser Leu Pro Val Gly Pro Val Leu 
65 70 75 80 

Ala Thr Leu Gly His His Gin Thr Pro Thr Pro Asn Ser Thr Gly Ser 

85 90 95 

Gly. His Ser Pro Pro Ser Ser Ser Leu Thr Ser Pro Ser His Val Asn 

100 105 110 

Leu Ser Pro Asn Thr- Val Pro Glu Phe. Ser Tyr Ser Ser Ser Glu Asp 

115 120 125 

Glu Phe Tyr Asp Ala Asp Glu Phe His Gin Ser Gly Ser Ser Pro Lys 

130 135 140 

Arg Leu lie Asp Ser Ser Gly Ser Ala Ser Val Leu Thr His Ser Ser 
145 150 155 160 

Ser Gly Asn Ser Leu Lys Arg Pro Asp Thr Thr Glu Ser Leu Asn Ser 

165 170 175 

Ser Leu Ser Asn Gly Thr Ser Asp Ala Asp Leu Phe Asp Ser His Asp 

180 185 190 

Asp Arg Asp Asp Asp Ala Glu Ala Gly Ser Val Glu Glu His Lys Ser 

195 200 205 

Val He Met His Leu Leu Ser Gin Val Arg Leu Gly Met Asp Leu Thr 

210 215 220 

Lys Val Val Leu Pro Thr Phe He Leu Glu Arg Arg Ser Leu Leu Glu 
225 230 235 240 

Met Tyr Ala Asp Phe Phe Ala His Pro Asp Leu Phe Val Ser lie Ser 

245 250 255 

Asp Gin Lys Asp Pro Lys Asp Arg Met Val Gin Val Val Lys Trp Tyr 
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<212> DNA 

<213> Homo sapiens 
<400> 4073 

nnacgcgtga agggggtgaa gggggtgtcc 
60 

gcctgcaccg cagtccgggg atcgggtcga 
120 

gcccccggct acctcccctg gaggcacaga 
180 

ctggccactt gcggagtgag tagaccccga 
240 

tgagtccccg gggtcccggc cgccaggccg 
300 

ttcccgccgc cccctggggg tttggattca 
360 

aagaaactta cagaagctga tgcttaccta 
420 

gatgacaagc ttcaaaactg caaagaagat 
480 

gagacaacaa atagcatggt agaatcaatt 
540 

aaagaccaga gtaatgcgga gaagcacgca 
600 

gatgcaatat atcaacctag tcctttggaa 
660 

gtgttacctc cagaacctgt tcagttgtgt 
720 

gttggacctg tgttggctac cttgggacat 
780 

agtggccatt caccaccgag tagcagtctc 
840 . . 

aatacagtcc cagagttctc ttactccagc 
900 

ttccatcaaa gtggctcatc cccaaagcgc 
960 

ctgacacaca gcagctcggg aaatagtcta 
1020 

tcttccttgt ccaatggaac aagtgatgct 
1080 

gatgatgcgg aggcagggtc tgtggaggag 
1140 

caggttagac ttggaatgga tcttactaag 
1200 

agatctcttt tagaaatgta tgcagacttt 
1260 

agtgaccaga aggatcccaa ggatcgaatg 
1320 

tttcatgcgg gaaggaaagg atcagttgcc 
13B0 

atttttcagt gtcattggac attaccaaat 

1440 

gaaggaccag ttccctgggt ttccaaaaac 
1500 



cgggggacgg gctgaacctc agtcaggacc 
ggggagaaga aaaaggggtg ctcgggagca 
gggcgggggc cttggcgaat ggctttcttg 
gggtctggga gaggggccgg cccctacccc 
gagcgcgaat gtcgtgctca ccctgcctcc 
ggatttgttc ctagtgtcca agattttgat 
caaatcttga ttgaacaatt aaagcttttt 
gaacagagaa agaaaattga aactctcaaa 
aaacactgca ttgtgttgct gcagattgcc 
gatggaatga taagtactat taatcccgta 
cctgtgatca gcacaatgcc ttcccagact 
aagtcagagc agcgtccatc ttccctacca 
catcagactc ctacaccaaa tagtacaggc 
acttctccaa gccacgtgaa cttgtctcca 
agtgaagatg aattttatga tgctgatgaa 
ttaatagatt cttctggatc tgcctcagtc 
aaacgcccag ataccacaga atcacttaat 
gacctgtttg attcacatga tgacagagat 
cacaagagcg ttatcatgca tctcttgtcg 
gtagttcttc caacgtttat tcttgaaaga 
tttgcacatc cggacctgtt tgtgagcatt 
gttcaggttg tgaaatggta cctctcagcc 
aaaaagccat acaatcccat tttgggcgag 
gatactgaag agaacacaga actagtttca 
agtgtaacat ttgtggctga gcaggtttcc 
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ggtcctggag gaggaaggcc tctggtgctc acttcaaagg catcgagaag aacttgttcc 
60 

cagacttgca gcggacttgc tcagtgtgca cgcgcagcag cacctcagca tcttcaaacc 
120 

catccacgat tgcctgtagt tcctgcaggc actgcccctc cagctggaga cgtgcatcac 
180 

ccacacacca ggccaggctg aggtggaaag aaggatcctg gtagaaagtg gtgaggttga 
240 

attcctccat gactctgtcc acctctgaaa ccaggtccag gaactgggca tgccctgaag 
300 

tgacctcaag cccaataaag gtcctggttt tctcttgatt ggtgtaaatc tttacctggt 
360 

tggcagtaaa gaagaatctg tggaaggagg tcatacgggc tttcagagcc tgcacgaagg 
420 

ggaggatcca gtggtggcgc agaaccacac tctgggacag gctgaggtgg aacaccttca 
480 

tccttaccag ccgggggacg agtgcgcacc ttcccccacg agcgaggcaa ctgggccacc 
540 

cacgtctatg taccatatga agccaaggag gagttcctgg atctgcttga tgtgttgctg 

600 

c 

601 " 

<210> 4072 

<211> 175 

<212> PRT 

<213> Homo sapiens 

<400> 4072 

Met Val His Arg Arg Gly Trp Pro Ser Cys Leu Ala Arg Gly Gly Arg 

15 10 15 

Cys Ala Leu Val Pro Arg Leu Val Arg Met Lys Val Phe His Leu Ser 

20 25 30 

Leu Ser Gin Ser Val Val Leu Arg His His Trp lie Leu Pro Phe Val 

35 40 , 45 

Gin Ala Leu Lys Ala Arg, Met Thr Ser Phe His Arg Phe Phe Phe Thr 

50 55 60 

Ala Asn Gin Val Lys lie Tyr Thr Asn Gin. Glu Lys Thr Arg Thr Phe 
65 70 75 80 

lie Gly Leu Glu Val Thr Ser Gly His Ala Gin Phe Leu Asp Leu Val 

85 90 95 

Ser Glu Val Asp Arg Val Met Glu Glu Phe Asn Leu Thr Thr Phe Tyr 

100 105 110 

Gin Asp Pro Ser Phe His Leu Ser Leu Ala Trp Cys Val Gly Asp Ala 

115 120 125 

Arg Leu Gin Leu Glu Gly Gin Cys Leu Gin Glu Leu Gin Ala lie Val 

130 135 140 

Asp Gly Phe Glu Asp Ala Glu Val Leu Leu Arg Val His Thr Glu Gin 
145 150 155 160 

Val Arg Cys Lys Ser Gly Asn Lys Phe Phe Ser Met Pro Leu Lys 
165 170 175 

<210> 4073 
<211> 1864 
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agtaccatta taacgaattt tgagaggttg gtaaaaggag attggaaacc agaaggtgat 
60 

gaatggctga agatgtcata ccctgccaag gtaaccctgc tggggtcagt tatcttcaca 
120 

ttccagcaca cccagcatct ggcaatatca aagcataatc ttatgttcct ttataccatc 
180 

tttattgtgg ccacaaagat aaccatgatg actacacaga cttctactat gacatttgct 
240 

ccttttgagg atacattgag ttggatgcta tttggctggc agcagccgtt ttcatcatgt 
300 

gagaagaaaa gtgaagcaaa gtcaccttcc aatggcgttg ggtcattggc ctcaaagccg 
360 

gtagatgttg cctcagataa tgttaaaaag aaacatacta agaagaatga ataaatttac 
420 

gtgatgagct ctacaaggcc aaaaattttt tttcttatct acctgttata ttgtgctaat 
480 

ttttctatgt atgtgatgtg aaatgaagac tatatatatg gaatggaggt gacagaaaga 
540 

aagaaattct ttgtttgagg gagacttccc ctttctggat tgtatttgta gagtgttacg 
600 

agtgtatcat gtgattatgc tttaccggta taagagattc tgttgtgatt atttgaatag 
660 

ttttatatta ataaaagaag acaaaatttt ttaaatgtta aaaaaagcag atct 
714 

<210> 4070 
<211> 113 
<212> PRT 

<213> Homo sapiens 
<400> 4070 

Met Ser Tyr Pro Ala Lys Val Thr Leu Leu Gly Ser Val lie Phe Thr 

15 10 15 

Phe Gin His Thr Gin His Leu Ala lie Ser Lys His Asn Leu Met Phe 

20 25 30 

Leu Tyr Thr lie Phe lie Val Ala Thr Lys lie Thr Met Met Thr Thr 

35 40 45 

Gin Thr Ser Thr Met Thr Phe Ala Pro Phe Glu Asp Thr Leu Ser Trp 

50 .55 60 

Met Leu Phe Gly Trp Gin Gin Pro Phe Ser Ser Cys Glu Lys Lys Ser 
65 70 75 80 

Glu Ala Lys Ser Pro Ser Asn Gly Val Gly Ser Leu Ala Ser Lys Pro 

85 90 95 

Val Asp Val Ala Ser Asp Asn Val Lys Lys Lys His Thr Lys Lys Asn 
100 105 110 

Glu 



<210> 4071 

<211> 601 

<212> DNA 

<213> Homo sapiens 

<400> 4071 
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145 








150 








155 










160 


PrO 


Val 


Thr Leu 


0 x u. 


Val 


Leu His 


Gin 


He 


Phe 


Ser 


Lys 


Phe Gly 


J- ilX 








165 








170 










175 




Val 


Leu 


Lys He 


He 


Thr 


Phe Thr 


Lys 


Asn 


Asn 


Gin 


Phe 


Gin 


Ala 








. 180 








185 










190 






Leu 


Gin 


Tyr Ala 


ASp 


Pro 


Val Asn 


Ala 


His 


Tyr 


Ala 


Lys 


Met 


Ala 


Leu 






195 






200 










205 








Asp 


Gly Gin Asn 




■Tyr Asn Ala 


Cys 


Cys 


Thr 


Leu 


Arg 


lie 


Asp 


rne 




210 








215 








220 










Cor 


Lys 


Leu Thr 


Cor 


Leu 


Asn Val 


Lys 


Tyr 


Asn 


Asn 


Asp 


Lys 


Ser 


Arg 










230 








235 










*5 A f\ 


Asp 


Phe 


Thr Arg 


Leu 


Asp 


Leu Pro 


Thr 


Gly Asp 


Gly Gin 


Pro 


Ser 


Leu 








245 








250 










255 




oiU 


Pro 


Pro Met 


Ala 


Ala 


Ala Phe Gly 


Ala 


Pro 


Gly 


He 


He 


Ser 


Ser 






260 








265 










270 






Pro 


Tyr 


Ala Gly 


Ala 


Ala 


Gly Phe Ala 


Pro 


Ala 


He 


Gly 


Phe 


Pro 


Gin 






275 






280 










285 










Thr Gly Leu 


Ser 


Val 


Pro Ala 


Val 


Pro Gly 


Ala 


Leu Gly Pro 


Leu 




290 








295 








300 










Thr 


He 


Thr Ser 


Ser 


Ala 


Val Thr Gly 


Arg 


Met 


Ala 


He 


Pro 


Gly 


Ala 


305 








310 








315 










T n 


Ser 


Gly 


He Pro 


Gly Asn 


Ser Val 


Leu 


Leu 


val 


Thr 


Asn 


Leu 


Asn 


Pro 








325 








330 










335 




Asp 


Leu 


lie Thr 


Pro 


His 


Gly Leu 


Phe 


He 


Leu 


Phe 


Gly Val 


Tyr 


Gly 






340 








345 










350 






Asp 


Val 


His Arg 


Val 


Lys 


He Met 


Phe 


Asn 


Lys 


Lys 


Glu 


Asn 


Ala 


Leu 






355 






360 










365 








Val 


Gin 


Met Ala 


Asp 


Ala 


Asn Gin 


Ala 


Gin 


Leu 


Ala 


Met 


Asn 


His 


Leu 




370 








375 








380 










Ser Gly Gin Arg 


Leu 


Tyr Gly Lys 


Val 


Leu 


Arg 


Ala 


Thr 


Leu 


Ser 


Lys 


385 








390 








395 










400 


His 


Gin 


Ala Val 


Gin 


Leu 


Pro Arg 


Glu 


Gly Gin 


Glu Asp Gin Gly 


Leu 








405 








410 










415 




Thr 


Lys 


Asp Phe 


Ser 


Asn 


Ser Pro 


Leu 


His 


Arg 


Phe 


Lys 


Lys 


Pro 


Gly 






420 








425 










430 






Ser 


Lys. 


Asn Phe 


Gin 


Asn 


He Phe 


Pro 


Pro 


Ser 


Ala 


.Thr 


Leu 


His 


Leu 






435 






440 










445 








Ser 


Asn 


He Pro 


Pro 


Ser 


Val Thr 


Val 


Asp 


Asp 


Leu Lys 


Asn 


Leu 


Phe 




450 








455 








460 










He 


Glu Ala Gly 


Cys 


Ser 


Val Lys 


Ala 


Phe 


Lys 


Phe 


Phe Gin Lys 


Asp 


465 








470 








475 










480 


Arg 


Lys 


Met Ala 


Leu 


He 


Gin Leu Gly 


Ser 


Val 


Glu 


Glu 


Ala 


He 


Gin 








485 








490 










495 




Ala 


Leu 


He Glu 


Leu 


His 


Asn His 


Asp 


Leu 


Gly 


Glu 


Asn 


His 


His 


Leu 






500 








505 










510 






Arg 


Val 


Ser Phe 


Ser 


Lys 


Ser Thr 


He 

















515 520 



<210> 4069 

<211> 714 

<212> DNA 

<213> Homo sapiens 

<400> 4069 
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acaatcacct cttctgctgt cactggaagg atggccattc ctggggctag tggtatacca 
1020 

ggaaattctg ttctactcgt cacaaatctc aatcctgatc ttatcacacc acatgggctt 
1080 

tttatcctat ttggagtcta tggtgatgta catcgagtga agattatgtt taataagaaa 
1140 

gaaaatgcct tggttcagat ggcggatgca aatcaagctc agctagcaat gaaccatcta 
1200 

agtggtcaga gactttatgg gaaagtgctt cgtgctacac tgtccaaaca tcaagcagta 
1260 

cagcttcctc gagagggaca agaagaccaa ggtctgacta aggatttcag caatagtcct 
1320 

ttgcatcgct ttaaaaagcc gggctctaaa aacttccaga atatctttcc accatcagcc 
13 80 

actctgcatc tttccaacat tcccccttct gttacagtgg atgatctgaa gaaccttttc 
1440 

atagaagctg gatgttcagt gaaggctttt' aaattctttc agaaagatcg caaaatggcg 
1500 

ctcattcaat tgggatctgt ggaagaagca attcaggccc tcattgagct tcataaccat 
1560 

gaccttggag aaaatcacca cctcagagtt tccttctcaa aatctacaat ctgacttttc 
1620 

tgtgaatttt tctcctaaaa ctggaccata atttcagtaa aaccttcaga catagactga 
1680 

agcagctcaa gaccaatttt gcctctttca caaaaataac tctttctgag tttgatattc 
1740 

aagtatattt taaaaatcaa gggatttttt ttttttgtat tccccctgca aaaaaaaaaa 
1800 ' 

<210> 4068 
<211> 521 
<212> PRT 

<213> Homo sapiens 
<400> 4068 

Met Asn Ser Ser Thr Pro Ser Thr Ala Asn Gly Asn Asp Ser Lys Lys 

1 5 10 15 

Phe Lys Arg Asp Arg Pro Pro Cys Ser Pro Ser Arg Val Leu His Leir 

20 25 30 

Arg Lys lie Pro Cys Asp Val Thr Glu Ala Glu lie He Ser Leu Gly 

35 40 45 

Leu Pro Phe Gly Lys Val Thr Asn Leu Leu Met Leu Lys Gly Lys Ser 
50 55 60 

. Gin Ala Phe Leu Glu Met Ala Ser Glu Glu Ala Ala Val Thr Met Val 
65 70 75 80 

Asn Tyr Tyr Thr Pro He Thr Pro His Leu Arg Ser Gin Pro Val Tyr 

85 90 95 

He Gin Tyr Ser Asn His Arg Glu Leu Lys Thr Asp Asn Leu Pro Asn 

100 105 110 

Gin Ala Arg Ala Gin Ala Ala Leu Gin Ala Val Ser Ala Val Gin Ser 

115 120 125 

Gly Ser Leu Ala Leu Ser Gly Gly Pro Ser Asn Glu Gly Thr Val Leu 

130 135 140 

Pro Gly Gin Ser Pro Val Leu Arg He He He Glu Asn Leu Phe Tyr 
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100 

Lys Gly Tyr Glu 
115 

Ser His Thr Ser 

• 130 
Lys Glu Ala Asn 
145 

Met Arg Lys Asp 

Val Gly He Tyr 
180 

Met Ser Tyr Cys 
195 

Thr Glu 
210 



Glu Asp Val Gly 
120 

Val Pro Leu Leu 
135 

Thr Thr He Tyr 
150 

Gly Asn Gly He 
165 

Pro Asn Ala Gin 

Asp Gly Val Leu 
200 



105 

Arg Met Thr Met 

Leu Lys Asn Pro 
140 

Val He Trp Gly 
155 

Val Tyr Asn Met 
170 

He Tyr Val Thr 
185 

Arg Arg Lys Xaa 



110 

He Arg Val Val 
125 

Asp Tyr Phe Phe 

Pro Phe Arg Asn 
160 

Leu Lys Lys Thr 
175 

Thr Glu Lys Arg 
190 

Gly Lys Asp Ser 
205 



<210> 4067 
<211> 1800 
<212> DNA 
<213> Homo 

<400> 4067 
nnatctgatg 
60 

actccttcta 
120 

tcgccttccc 
180 

atatcattag 
240 

caggctttct 
300 

cctattactc 
360 

cttaagactg 
420 

gccgtccaat 
480 

cctgggcaga 
540 

gaagttcttc 
600 

aagaataatc 
660 

aaaatggctc 
720 

tccaagctca 
780 

ttagaccttc 
840 

ggtgcaccgg 
900 

ggatttcctc 
960 



sapiens 

agcttctttc 
cagctaatgg 
gtgttctcca 
gtctaccatt 
tagaaatggc 
ctcaccttcg 
acaatctacc 
caggaagcct 
gccctgtgct 
atcagatatt 
agtttcaagc 
tggatggcca 
ccagccttaa 
ctactggtga 
gtataatttc 
aagctacagg 



ttctggcatc 
gaatgacagc 
tcttcgaaaa 
tggcaaagta 
ttctgaggaa 
aagccagcct 
taatcaagct 
ggccctttct 
tcgaataatt 
ttctaaattt 
cttgcttcag 
gaatatctat 
tgtgaaatat 
tggccagcca 
ttcaccatat 
tctatcagtt 



attaacggac 
aagaaattta 
attccatgtg 
actaatcttt 
gctgccgtta 
gtttatattc 
cgagcccaag 
ggaggtcctt 
attgaaaacc 
ggcacagtct 
tatgctgacc 
aatgcatgct 
aataatgaca 
tcccttgaac 
gcaggggctg 
ccagctgttc 



cttttaccat 
aacgagatag 
atgtcaccga 
tgatgttgaa 
ctatggtgaa 
agtattccaa 
ctgcactgca 
ccaatgaagg 
tcttttaccc 
tgaagattat 
cagtaaatgc 
gcactctgcg 
aaagcagaga 
cccctatggc 
ctggatttgc 
ctggagctct 



gaatagttct 
acctccctgt 
agcagagatc 
aggaaaaagc 
ttattacact 
tcacagagaa 
ggctgtcagt 
cacagtccta 
tgttaccctg 
cacctttaca 
acattatgcc 
cattgacttc 
cttcactcgc 
tgctgctttt 
cccagccatt 
tggtcctctc 
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805 

Glu Gly 



<210> 4065 

<211> 696 

<212> DNA 

<213> Homo sapiens 

<400> 4065 

ngcgcgcccg ctgctcggtg gcaggagggc 
60 

agaaagtctg tgattgctgt gagcttcata 
120 

cttgtaaatg aagtgaattt cccattgcta 
180 

tggataccat tctcctacac. atacaggcgg 
240 

gtgaagacac aagagccttt gcaactggac 
300 

ggtcagatgg ttggccagaa ggtgggaaat 
360 

atgaacaatg cccccaccaa aggttatgaa 
420 

gttgtgtccc ataccagcgt tcctcttttg 
480 

gcgaatacta ctatttatgt tatttgggga 
540 

ggcatcgtnt. acaacatgtt gaaaaagaca 
600 

gtgaccacag agaagcgcat gagttactgt 
660 

gacagtacag agtgaccatg cagtgttgat 
696 

<210> 4066 

<211> 210 

<212> PRT 

<213> Homo sapiens 

<400> 4066 

Met Ala Cys lie Leu Lys Arg Lys 

1 5 
Ala Ala Phe Leu Phe Leu Leu Val 
20 

Phe Pro Leu Leu Leu Asn Cys Phe 

35 40 
Pro Phe Ser Tyr Thr Tyr Arg Arg 

50 55 
He Asn Val Lys Thr Gin Glu Pro 
65 70 
Ala He Val Ser Asn Ser Gly Gin 
85 

Glu He Asp Arg Ser Ser Cys He 



810 - 815 



cggcggagcg ccatggcctg catcctgaag 
gcagcgttcc ttttcctgct ggttgtgcgt 
ctaaactgct ttggacaacc tggtacaaag 
ccccttcgaa ctcactatgg atacataaat 
tgtgaccttt gtgccatagt gtcaaactca 
gagatagatc gatcctcctg catttggaga 
gaagatgtcg gccgcatgac catgattcga 
ctaaaaaacc ctgattattt tttcaaggaa 
cctttccgca atatgaggaa agatggcaat 
gttggtatct atccgaatgc ccaaatatac 
gatggagttt taagaaggaa anctgggaag 
tgatca 



Ser 


Val 


He Ala 


Val 


Ser 


Phe 


He 




10 








15 




Val 


Arg 


Leu Val 


Asn 


Glu 


Val 


Asn 


25 








30 






Gly 


Gin 


Pro Gly 


Thr 


Lys 


Trp 


lie 








45 








Pro 


Leu 


Arg Thr 


His 


Tyr 


Gly 


Tyr 






60 










Leu 


Gin 


Leu Asp 


Cys 


Asp 


Leu 


Cys 






75 








80 


Met 


Val 


Gly Gin 


Lys 


Val 


Gly 


Asn 




90 








95 




Trp 


Arg 


Met Asn 


Asn 


Ala 


Pro 


Thr 
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370 

Tyr Gin Arg Val 
385 

Cys Glu Gin Leu 

Lys Leu Lys Leu 
420 

Arg Ala Leu Ser 
435 

Ala Cys Thr Cys 
450 

Arg Lys Lys Xaa 
465 

Asn Arg Ser lie 

His Val Gly Leu 
500 

His Trp Pro Gly 
515 

Xaa Ser Val Ala 
530 

He Lys Val Thr 
545 

Cys Asp Leu Asp 

Leu His He Asp 
580 

Leu Arg Glu Val 
595 

Asp Cys His Lys 
610 

His Arg Gly Ser 
625 

Asp Lys Val Trp 

Lys Leu Leu Lys 
660 

Leu Thr Cys Phe 
675 

Trp Thr Leu Gly 
690 

Tyr Trp Cys Met 
705 

Glu Phe Ala Thr 

Tyr. Gin Leu Met 
740 

Gin Leu His Val 
755 

Gin Cys Asn Pro 
770 

Gly Ser Tyr Glu 
785 

Met Lys Arg Pro 







375 




Lys 


Asp 


Leu 


Cvs 
j 




390 






Gly Gin 


Lvs 


Tro 


405 








His 


Lys 


Cys 


Lys 


Asn 


Leu 


Val 


Pro 








440 


Asp 


Ser 


Gly 


Asp 






455 




Leu 


Gin 


Glu 


Glu 




470 






Arg 


Ser 


Val 


MX d 


485 








Gly Asp Ala 


Ala 


Ala 


Pro 


Glu 










520 


Leu 


Glu 


Ala 


PhA 






535 




His 


Arg 


Cys 


Tyr 




550 






Leu 


Tyr 


Lys 


ser 


565 








His 


Glu 


He 


Glu 


Arg Gly His 


Leu 








600 


He 


Ser 


Tyr 


His 






615 




Ser 


Leu 


His 


Pro 




630 






Leu 


Leu 


Arg 


Glu 


645 








Arg 


Leu 


Gin 


Asn 


Thr 


His 


Asp 


Asn 








680 


Pro 


Phe 


Cys 


Ala 






695 




Arg 


Thr 


He 


Asn 




710 






Gly Phe 


Leu 


Glu 


725 








Asn 


Ala 


Val 


Asn 


Gin 


Leu 


Met 


Glu 








760 


Arg Thr Arg 


Asn 






775 




Gin 


Tyr Arg 


Gin 




790 






Ser 


Ser 


Lys 


Ser 



380 

Gin Arg Ala Glu 
395 

Gin Cys Val Glu 
410 

Gly Pro Met Arg 
425 

Lys Tyr Tyr Gly 

Tyr Lys Leu Ser 
460 

Xaa Tyr Lys Ala 
475 

He Glu Val Asp 
490 

Gin Pro Arg Asn 
505 

Gin Asp Asp Lys 

Pro Thr Thr Gin 
540 

He Leu Glu Asn 
555 

Leu Gin Ala Trp 
570 

Thr Leu Gin Asn 
585 

Lys Lys Lys Arg 

Thr Gin His Lys 
620 

Phe Arg Lys Gly 
635 

Gin Lys Arg Lys 
650 

Ash Asp Thr Cys 
665 

Gin His Trp Gin 

Cys Thr Ser Ala 
700 

Glu Thr His Asn 
715 

Tyr Phe Asp Leu 
730 

Thr Leu Asp Arg 
745 

Leu Arg Ser Cys 

Met Asp Leu Gly 
780 

Phe Gin Arg Arg 
795 

Leu Gly Gin Leu 



Tyr Gin Thr Ala 
400 

Asp Ala Thr Gly 
415 

Leu Gly Gly Ser 
430 

Gin Gly Ser Glu 
445 

Leu Ala Gly Arg 

Ser Tyr Val Arg 
480 

Gly Arg Val Tyr 
495 

Leu Thr Lys Arg 
510 

Asp Gly Gly Asp 
525 

Pro Pro Thr Xaa 

Asp Thr Val Gin 
560 

Lys Asp His Lys 
575 

Lys He Lys Asn 
590 

Pro Glu Glu Cys 
605 

Gly Arg Leu Lys 

Leu Gin Glu Lys 
640 

Lys Lys Leu Arg 
655 

Ser Met Pro 'Gly 
670 

Thr Ala Pro Phe 
685 

Asn Asn Asn Thr 

Phe Leu Phe Cys 
720 

Asn Thr Asp Pro 
735 

Asp Val Leu Asn 
750 

Lys Gly Tyr Lys 
765 

Leu Lys Asp Gly 

Lys Trp Pro Glu 
800 

Trp Glu Gly Trp 
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<210> 4064 
<211> 818 
<212> PRT 

<213> Homo sapiens 



<400> 4064 



ASp 


Val 


wJ-U 


Leu 


o ±y 


Ser 


Met 


Gin 


Val 


Met 


Asn 


Lys 


Thr 


Arg 




He 


1 








b 










10 














Met 


Glu 


Gin 


Gly 
20 


Gly 


Thr 


His 


Phe 


He 
25 


Asn 


Ala 


Phe 


Val 


Thr 
30 


Thr 


Pro 


Met 


Cys 


Cys 


Pro 


Ser 


Arg 


Ser 


Ser 


He 


Leu 


Thr Gly Lys 


Tyr 


Val 


His 






35 










40 










45 








Asn 


His 
50 


Asn 


Thr 


Tyr 


Thr 


Asn 
55 


Asn 


Glu 


Asn 


Cys 


Ser 
60 


Ser 


Pro 


Ser 


Trp 


Gin 


Ala 


Gin 


His 


Glu 


Ser 


Arg 


Thr 


Phe 


Ala 


Val 


Tyr 


Leu 


Asn 


Ser 


Thr 


65 










70 










75 










p n 
o u 


Gly Tyr 


Arg 


Thr 


Ala 


Phe 


Phe 


Gly Lys 


Tyr 


Leu 


Asn 


Glu 


Tyr 


Asn 


\j -L y 










85 










90 














Ser 


Tyr 


Val 


Pro 


Pro 


Gly Trp Lys 


Glu 


Trp 


Val 


Gly 


Leu 


Leu 


Lys 


Asn 








100 










105 










110 






Ser 


Arg 


Phe 


Tyr 


Asn 


Tyr 


Thr 


Leu 


Cys 


Arg Asn Gly Val 


Lys 


La «Lll 


Lys 






115 










120 










125 








His 


Gly 
Tin 


Ser 


Asp 


Tyr 


Ser 


Lys 
135 


Asp 


Tyr 


Leu 


Thr 


Asp 
140 


Leu 


He 


Thr 


Asn 


Asp 


Ser 


Va _L 


Ser 


Phe 


Phe 


Arg 


Thr 


Ser 


Lys^ Lys 


Met 


Tyr 


Pro 


His 


Arg 


14 5 










150 










155 










XO \J 


Pro 


Val 


Leu 


Met 


Val 


He 


Ser 


His 


Ala 


Ala 


Pro 


His 


Gly Pro 


\3 JL 11 


Asp 










16 5 










170 










1 *7 C 
X / D 




Ser 


Ala 


Pro 


om 
180 


Tyr 


Ser 


Arg 


Leu 


Phe 
185 


Pro 


Asn 


Ala 


Ser 


Gin 
190 


His 


He 


Thr 


Pro 


O a -r~ 

ber 
19 5 


Tyr 


Asn 


Tyr 


Ala, 


, Pro 
200 


Asp 


Pro 


Asp 


Lys 


His 
205 


Trp 


He 


Met 


Arg 


Tyr 
210 


1 XIX 


oiy 


Pro 


Met 


Lys 
215 


Pro 


He 


His 


Met 


Glu 
220 


Phe 


Thr 


Asn 


Met 


Leu 


Gin 




Lys 


Arc 


Leu 


Gin 


Thr 


Leu 


Met 


Ser 


Val 


Asp Asp 


Ser 


Met 


225 










230 










235 










240 


Glu 


Thr 


He 


Tyr 


Asn 


Met 


Leu 


val 


Glu 


Thr 


Gly Glu 


Leu Asp 


Asn 


Thr 










245 










250 










255 




Tyr 


lie 


Val 


Tyr 


Thr 


Ala 


Asp 


His 


Gly Tyr 


His 


He 


Gly Gin 


Phe 


Gly 








260 










265 










270 






Leu 


Val 


Lys 
275 


Gly 


Lys 


Ser 


Met 


Pro 
280 


Tyr 


Glu 


Phe 


Asp 


He 
285 


Arg 


Val 


Pro 


Phe 


Tyr 


Val 


Arg 


Gly 


Pro 


Asn 


Val 


Glu 


Ala 


Gly Cys 


Leu 


Asn 


Pro 


His 




290 










295 










300 










He 


Val 


Leu 


Asn 


He 


Asp 


Leu 


Ala 


Pro 


Thr 


He 


Leu Asp 


He 


Ala 


Gly 


305 










310 










315 










320 


Leu 


Asp 


He 


Pro 


Ala 


Asp 


Met 


Asp Gly Lys 


Ser 


He 


Leu 


Lys 


Leu 


Leu 










325 










330 










335 




Asp 


Thr 


Glu 


Arg 


Pro 


Val 


Asn Arg 


Phe 


His 


Leu 


Lys 


Lys 


Lys 


Met 


Arg 








340 










345 










350 






Val 


Trp 


Arg 


Asp 


Ser 


Phe 


Leu 


Val 


Glu 


Arg 


Gly Lys 


Leu 


Leu 


His 


Lys 






355 










360 










365 








Arg 


Asp 


Asn 


Asp 


Lys 


Val 


Asp 


Ala 


Gin 


Glu 


Glu 


Asn 


Phe 


Leu 


Pro 


Lys 
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ggttacaagc agtgtaaccc ccggactcga 
2580 

agctatgagc aatacaggca gtttcagcgt 
2640 

tccaaatcac tgggacaact .gtgggaaggc 
2700 

ctccaaaaac atagaggcat cacctgactg 
2760 

tccagcagac ctgtgctatt ggccaggagg 
2820 

acatgacaga ttctggagga taaccagcag 
2880 

tgcccctgct tttgctttgg attatacctc 
2940 

caaaaagtca ccactaaccc tcccccagaa 
3000 

agagagattt ccttggaaat ttctcccaag 
3060 

ggggaaaagc agtcctgttc taaatcctct 
3120 

taagaagcag gacagaggca acgtggagag 
3180 

gagtcagtag cacaaaagag atgacattta 
3240 

agaaactgcc ttcattgtat atatgtgact 
3300 

ggggaaccta ataagaaatc ccaattttca 
3360 

ccagtgtaaa agaaaatccc tcgcagttgt 
3420 

tctcctagta tttctttgtt atgtcccaga 
3480 

gaaatgaagt tgatgtatgt cccaagtttt 
3540 

tagtttaagt attgtcatac agtgttcaaa 
3600 

agaacctttg acattttgta aaaggccatt 
3660 

ttttttaaag tattcaagat actaccagtc 
3720 

ttagaagatt ttcttaaaag gggagtagat 
3780 

cttcaaggga ctacaggtaa gtctcatagt 
3840 

aagtattaat caattgcaaa gaaattcgcc 
3900 

tctaacctga tacaagtagt tgacagattt 
3960 

tcatttaaca gatgacggag ataatcccta 
4020 

acaggccaag gctccctagc aactccctag 
4080 

ccattatttg aaataggctt ccttaacctc 
4137 



aacatggacc tgggacttaa agatggagga 
cgaaagtggc cagaaatgaa gagaccttct 
tgggaaggtt aagaaacaac agaggtggac 
cacaggcaat gaaaaaccat gtgggtgatt 
cctgagaaag caagcacgca ctctcagtca 
gagcagagat aacttcagga agtccatttt 
accagctgca caaaatgcat tttttcgtat 
gctcacaaag gaaaacggag agagcgagcg 
ggcgaaagtc attggaattt ttaaatcata 
tattcttttg gtttgtcaca aagaaggaac 
gctgaaaaca gtgcagagac gtttgacaat 
cctagcacta taaaccctgg ttgcctctga 
atttacatgt aatcaacatg ggaactttta 
ggagtggtgg tgtcaataaa cgctctgtgg 
ggacatttct gttcctgtcc agataccatt 
actgatgttt tttttttaag gtactgaaaa 
gatgaaactg tatttgtaaa aaaaattttg 
accccagcca atgaccagca gttggtatga 
tctttcttgg gagttttttg gtgtgtctgt 
aacatctttt tggaagaaaa tgccttgggt 
ggttgtagat tgactaaaaa gtctaccata 
ataccagctt tggtacttca ttttttaaaa 
ttggccaacc cttctttgtg tatcaggtag 
caactatcaa tcaccagtcc aacccatttc 
aaagcaccca catttgtttc aatgccccaa 
tggcgttttt taacttctca gaaactgtta 
ctttaccctt aacccaacag ggattta 
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cagcggaagc 
960 

atgctggttg 
1020 

taccacatcg 
1080 

agggtcccgt 
1140 

gtcctcaaca 
1200 

gatatggacg 
1260 

cacttgaaaa 
1320 

ctacacaaga 
1380 

cagcgtgtga 
1440 

cagaagtggc 
1500 

cccatgcggc 
1560 

ggcagcgagg 
1620 

aaaaaanctc 
1680 

tcagtggcca 
1740 

ccccgaaacc 
1800 

ggtggggacn 
1860 

aaagtgacac 
1920 

tacaagtccc 
1980 

ctgcagaaca 
2040 

gaagaatgtg 
2100 

agaggctcca 
2160 

ttgcgggagc 
2220 

gacacgtgca 
2280 

gcgcctttct 
2340 

tggtgcatga 
2400 

ttcctagagt 
2460 

ctggacaggg 
2520 



gcttgcagac 
agacgggcga 
gccagtttgg 
tctacgtgag 
ttgacctggc 
ggaaatccat 
agaagatgag 
gagacaatga 
aggacctgtg 
agtgtgtgga 
tgggcggcag 
cctgcacctg 
ttcaagaaga 
tcgaggtgga 
tcaccaagcg 
nttcagtggc 
atcggtgcta 
tgcaggcctg 
aaattaagaa 
actgtcacaa 
gtctgcatcc 
agaagcgcaa 
gcatgccagg 
ggacactggg 
ggaccatcaa 
actttgatct 
atgtcctcaa 



cctcatgtcg 
gctggacaac 
cctggtgaaa 
gggccccaac 
ccccaccatc 
cctcaagctg 
ggtctggcgg 
caaggtggac 
tcagcgtgct 
ggacgccacg 
cagagccctc 
tgacagcggg 
anngtacaag 
cggcagggtg 
gcactggcca 
actggaggcc 
catcctagag 
gaaagaccac 
cctgagggaa 
aatcagctac 
tttcaggaag 
gaagaaactc 
cctcacgtgc 
gcctttctgt 
tgagactcac 
caacacagac 
ccagctacac 



gtggacgact 
acgtacatcg 
gggaaatcca 
gtggaagccg 
ctggacattg 
ctggacacgg 
gactccttct 
gcccaggagg 
gagtaccaga 
gggaagctga 
tccaacctcg 
gactacaagc 
gccagctatg 
taccacgtag 
ggggcccctg 
ttcccgacta 
aacgacacag 
aagctgcaca 
gtccgaggtc 
cacacccagc 
ggcctgcaag 
cgcaagctgc 
ttcacccacg 
gcctgcacca 
aatttcctct 
ccctaccagc 
gtgcagctca 



ccatggagac 
tatacaccgc 
tgccatatga 
gctgtctgaa 
caggcctgga 
agcggccggt 
tggtggagag 
agaactttct 
cggcgtgtga 
agctgcataa 
tgcccaagta 
tcagcctggc 
tccgcaatcg 
gcctgggtga 
aggaccaaga 
ctcagccgcc 
tccagtgtga 
tcgaccacga 
acctgaagaa 
acaaaggccg 
agaaggacaa 
tcaagcgcct 
acaaccagca 
gcgccaacaa 
tctgtgaatt 
tgatgaatgc 
tggagctgag 



gatttacaac 
cgaccacggt 
gtttgacatc 
tccccacatc 
catacctgcg 
gaatcggttt 
aggcaagctg 
gcccaagtac 
gcagctggga 
gtgcaagggc 
ctacgggcag 
cggacgccgg 
ctccatccgc 
tgccgcccag 
tgacaaggat 
aaccnccatt 
cctggacctg 
gattgaaacc 
aaagcggcca 
cctcaagcac 
ggtgtggctg 
gcagaacaac 
ctggcagacg 
taacacgtac 
tgcaactggc 
agtgaacaca 
gagctgcaag 
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35 40 45 

Thr Val Leu Ser Asp lie Leu Arg Arg Cys Thr Leu Thr Thr Pro Gly 

50 55 60 

Met Val Gly Leu His Gly Arg Arg Asn Ser Gly Lys Leu Met Ser Leu 
65 70 75 . 80 

Asp Lys Ala. Pro Leu Arg Gin Leu Leu Asp Ala Thr lie Gly Ala Tyr 

85 90 95 

.lie Asn Thr Thr His Ser Arg Leu Thr His lie Ser Pro Arg His Tyr 

100. 105 ' 110 

Ser Glu Phe He Glu Phe Leu Ser Lys Ala Arg Glu Thr Phe Leu Met 

115 • 120 125 

Ala His Asp Gly His He Gin Phe Thr Gin Phe He Asp Asn Leu Lys 

130 135 140 

Gin He Tyr Lys Gly Lys Lys Lys Leu Met Met Leu Val Arg Arg Glu 
145 150 155 160 

Val Trp Leu He Asp 
165 

<210> 4063 
<211> 4137 
<212> DNA 

<213> Homo sapiens 
<400> 4063 

tcctcacgac accacctcgg cctctgcatc caggaagaag caaaggacca gcaagccacg 
60 

ccaatggcac cccctggcct gccactatgg ctgctgtcca ccgctctcct ctccctgctg 
120 

gctggcagct cggccttcct ctcccatccc cgcctgaagg gacgcttcca gagggaccgc 
180 

aggaacatcc gccccaacat/catcttggtg cttacggatg accaggatgt ggagctgggt 
240 

tccatgcaag tgatgaacaa gacaaggcgt atcatggagc agggcgggac gcacttcatc 
300 

aacgccttcg tgaccacacc catgtgctgc ccctcacgct cctccatcct caccggcaag 
360 

tacgtccaca accacaacac ctacaccaac aatgagaact gctcctcgcc ctcctggcag 
420 

gcccagcacg agagccgcac cttcgccgtg tacctcaata gcactggcta ccggacagct 
480 

ttcttcggga agtatcttaa tgaatacaac ggctcctacg tgccacccgg ctggaaggag 
540 

tgggtcggac tccttaaaaa ctcccgcttt tataactaca cgctgtgtcg gaacggggtg 
600 

aaagagaagc acggctccga ctactccaag gattacctca cagacctcat caccaatgac 
660 

agcgtgagct tcttccgcac gtccaagaag atgtacccgc acaggccagt cctcatggtc 
720 

atcagccatg cagcccccca cggccctgag gattcagccc cacaatattc acgcctcttc 
780 

ccaaacgcat ctcagcacat cacgccgagc tacaactacg cgcccgaccc ggacaaacac 
640 

tggatcatgc gctacacggg gcccatgaag cccatccaca tggaattcac caacatgctc 
900 
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560 585 590 

Glu Cys Glu Lys Ser Phe Asn Cys His Ser Gly Leu lie Arg His Gin 

595 600 .605 

Met Thr His Arg Gly Glu Arg Pro Tyr Lys Cys Ser Glu Cys Glu Lys 

610 615 620 

Thr Tyr Ser Arg Lys Glu His Leu Gin Asn His Gin Arg Leu His Thr 
625 630 635 640 

Gly Glu Arg Pro Phe Gin Cys Ala Leu Cys Gly Lys Ser Phe He Arg 

645 650 655 

Lys Gin Asn Leu Leu Lys His Gin Arg lie His Thr Gly Glu Arg Pro 

660 665 670 

Tyr Thr Cys Gly Glu Cys Gly Lys Ser Phe Arg Tyr Lys Glu Ser Leu 

675 680 685 

Lys Asp His Leu Arg Val His Ser Gly Gly Pro Gly Pro Gly Ala Pro 

690 695 700 

Arg Gin Leu Pro Pro Pro Pro Glu Arg Asp 
705 710 

<210> 4061 
<211> 519 
<212> DNA 

<213> Homo sapiens 
<400> 4061 

ctacaagccg gccaccctgg ccatgaccca tctcaacctg agctacaatc aggacacaca 
60 

ccctgccatt aatgatgttt tgtgggcctg tgcgcttagc cactcccttg gtaaaaatga 
120 

gcttgcagct ataatacctc tggtggtcaa gagtgtcaag tgtgcaacgg tactgtcaga 
180 

cattttgcgc agatgcactc tgaccactcc tggcatggtg ggacttcatg ggaggaggaa 
240 

ctctggtaag ctcatgtcac tggacaaagc ccccttgag'g caactcttgg atgccacgat 
300 

cggggcctac atcaacacaa cgcactcacg gctcacacac atcagtcctc ggcactatag 
360 

tgagtttata gagttcctca gcaaagcccg agagaccttc ttaatggcgc atgatggaca 
420 

cattcagttt acacagttta ttgacaacct gaaacaaatc tacaaaggca aaaagaaact 
480 

gatgatgttg gttcggagag aggtttggtt gatagatct 
519 

<210> 4062 
<211> 165 
<212> PRT 

<213> Homo sapiens 
<400> 4062 

Met Thr His Leu Asn Leu Ser Tyr Asn Gin Asp Thr His Pro Ala He 

1 5 10 15 

Asn Asp Val Leu Trp Ala Cys Ala Leu Ser His Ser Leu Gly Lys Asn 

20 25 30 

Glu Leu Ala Ala He He Pro Leu Val Val Lys Ser Val Lys Cys Ala 
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1^ 3 










150 










1 E. C 
1j J 










160 


Leu 


Leu 


ber 


Leu 


Glu 


Gly 


Gin 


Thr 


Gly 


Met 


Rio 

Ala 


pin 


Lys 


Lys 


Leu 












165 










J- / VJ 










175 




Asp 


Cys 




Lys 


Thr 


Ala 


vai 


G1U 


rj u, A 
rnc 


LaXy 


Asn 




Leu 




ui y 


Lys 








180 










TCP 










190 






Trp 


Ala 


Val 


Leu Gly. Thr 


Leu 


Leu 


Gin 


pi 
G1U 


Tyr 


Giy 


Leu 


Leu 


uin 


Arg 






IOC 










D /I f! 
ZUU 


















Arg 


Leu 


Glu 


Asn 


Val 


Glu 


Asn 


Leu 


Leu 


Arg 


Asn 


Arg 


Asn 


rflc 


Trp 


vai 




210 




















*5 o n 










Leu 


Arg 


Leu 


Pro 


Pro 


Gly 


Ser 


Lys 


Gly 


Glu 


Ala 


Pro 


Lys 


vai 


Pro 


vai 


225 










230 










23 5 










24 0 


Thr 


Phe 


Val 


Asp 


He 


Ala 


Val 


Tyr 


Phe 


Ser 


Glu 


Asp 


Glu 


Trp 


Lys 


Asn 










24 5 










2 50 














Leu 


Asp 


Glu 


Trp 


Gin 


Lys 


Glu 


Leu 


Tyr 


Asn 


Asn 


Leu 


Val 


Lys 


Glu 


Asn 








260 










265 










270 






Tyr 


Lys 


Thr 


Leu 


Met 


Ser 


Leu 


Asp 


Ala 


Glu 


Gly 


Ser 


Val 


Pro 


Lys 


Pro 






275 










280 










285 








Asp 


Ala 


Pro 


Val 


Gin 


Ala 


Glu 


Pro 


Arg 


Glu 


Glu 


Pro 


Cys 


Val 


Trp 


Glu 




290 










295 










300 










Gin 


Arg 


His 


Pro 


Glu 


Glu 


Arg 


Glu 


He 


Pro 


Met 


Asp 


Pro 


Glu 


Ala 


Gly 


305 










310 










315 










320 


Ala 


Glu 


Pro 


Leu 


Val 


Pro 


Ala 


Gin 


Asp 


Ala 


Ser 


Ser 


Gin 


Val 


Lys 


Arg 










325 










330 










33 5 




Glu Asp 


Thr 


Leu 


Cys 


Val 


Arg 


Gly 


Gin 


Arg 


Gly 


Leu 


Glu 


Glu 


Arg 


Ala 








340 










345 










350 






He 


Pro 


Thr 


Glu 


Ser 


He 


Thr 


Val 


Asp 


Ser 


Pro 


He 


Ser 


Ala 


Gin 


Asp 






355 










360 










365 








Leu 


Leu 


Ser 


Arg 


He 


Lys 


Gin 


Glu 


Glu 


His 


Gin 


Cys 


Val 


Trp 


Asp 


Gin 




370 










375 










380 










Gin Asp 


Leu 


Ala 


Asp 


Arg 


Asp 


He 


Pro 


Thr 


Asp 


Pro 


Asn 


Ser 


Glu 


Ser 


385 










390 










39b 










Ann 


Leu 


He 


Ser 


Ala 


His 


Asp 


He 


Leu 


Ser 


Trp 


lie 


Lys 


Gin 


Glu 


Glu 


Gin 










405 










410 










A 1 C 

41b 




Pro 


Tyr 


Pro 


Trp 


Gly 


Pro 


Arg 


Asp 


Ser 


Met 


Asp 


Gly 


Glu 


Leu 


Gly 


Leu 








420 










A *5 C 
4^ b 










a. i n 






Asp Ser Gly 


Pro 


Ser 


Asp 


Ser 


Leu 


Leu 


Met 


val 


Lys 


Asn 


Pro 


Pro 


Pro 






435 




























Ala 


Pro 


Pro 


Gin 


Pro 


Gin 


Pro 


Gin 


Pro 


Gin 


Pro 


Pro 


Gin 


Pro 


Gin 


Leu 




450 










/EC 




















Gin 


Ser 


Gin 


Pro 


Gin 


Pro 


Gin 


Ser 


Leu 


■ Pro 


Pro 


lie 


Ala 


vai 


Aia 


G1U 


465 










470 




















Ann 


Asn 


Pro 


Gly 


Gly 


Pro 


Pro 


Ser 


Arg 


Gly 


Leu 


* Leu 


Asp 


Asp 


Giy 


File 


Gin 










485 




















■t J 3 




Val 


Leu 


Pro 


Gly Glu Arg 


Gly 


Ser 


Gly 


Glu 


Ala 


Pro 


Pro 


Gly 


Gly 


Asp 








500 










505 










510 






Arg 


Ser 


Thr 


Gly Gly Gly 


Gly 


Gly 


Asp 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 






515 










520 










525 








Ala 


Glu 


Ala 


Gly Thr 


Gly 


Ala 


Gly 


Gly 


Gly 


Cys 


Gly 


Ser 


Cys 


Cys 


Pro 




530 










535 










540 










Gly Gly 


Leu 


Arg 


Arg 


Ser 


Leu 


Leu 


Leu 


His 


Gly 


Ala 


Arg 


Ser 


Lys 


Pro 


545 










550 










555 










560 


Tyr 


Ser 


Cys 


Pro 


Glu 


Cys 


Gly 


Lys 


Ser 


Phe 


Gly 


Val 


Arg 


Lys 


Ser 


Leu 










565 










570 










575 




He 


He 


His 


His 


Arg 


Ser 


His 


Thr 


Lys 


Glu 


Arg 


Pro 


Tyr 


Glu 


Cys 


Ala 
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gtgccgcctc ggccccagcc tgtccccagc ccctcaatct ggtgcagcag catcttgtca 
3240 

ctgcacaaca gtggcctggt cccccacagg cagttagggc cccaggtcag acctcaccat 
3300 

gatgatttgt tccagttctc ccagggcaga ggggcgaggg agaggctttt gctgtgagag 
3360 

tagccgtcac gtgtctcttc ccagcagcgc cgggcaagtg ggtgctagag tctgagcctc 
3420 

aggctctcct gccctgggcc tcccaattgg tgctatctgt tactgcccgt gctcacggac 
3480 

atggatacag accctgctgt gctccacacc ctgcaggcgc ctcgggaagc gcccaaagga 
3540 

ttccccttca cgttggtgca cctgctccat agctccgggc gctgcgtccc gaggggccac 
3600 

agtctccatt tcagcgtctt gcatggcctg gcaccgggtg gggtggtatg ccccaggacc 
3660 . 

cttgtttgtg tcaaaaatga ctttccctgc ccttgccgtg ggtccggcgt tcctcccagc 
3720 

cgggatcaca gtgggcagcc ggcacccggc accactttgg cgagcgtcct gcttccgccc 
3780 

tcgccctcat ctacgctgct ccgctttcct cagacccctt tttgccgtgc aaagggaatt 
3840 

cttgacatta aataaaaggt atccagattg cagactgcat gttcacagag ctgggggttc 
3900 

tccagcttgc ctacagtaaa gcctcaatga actggaaaaa aaaaaaaaaa aaaaaaaaaa 
3960 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaa 
3994 

<210> 4060 

<211> 714 

<212> PRT 

<213> Homo sapiens 



<400> 4060 



Arg 


Arg 


Arg 


Gly 


Leu 


Phe 


Ala 


Pro 


Thr 


Gly 


Cys 


Arg 


Trp 


Ser 


Cys 


Pro 


1 








5 










10 










15 




Ala 


Pro 


Glu 


Arg 


Gly 


Lys 


Ala 


Pro 


Gly 


Lys 


Arg 


Ser 


Ser 


Ser 


Pro 


Trp 








20 










25 










30 






Pro 


Thr 


Arg 


Ala 


Gly 


Asn 


Ser 


Thr 


Pro 


Arg 


Met 


Gin 


Phe 


Val 


Ser 


Thr 






35 










40 










45 








Arg 


Pro 


Gin 


Pro 


Gin 


Gin 


Leu 


Gly 


He 


Gin 


Gly 


Leu 


Gly 


Leu 


Asp 


Ser 




50 










55 










60 










Gly Ser 


Trp 


Ser 


Trp 


Ala 


Gin 


Ala 


Leu 


Pro 


Pro 


Glu 


Glu 


Val 


Cys 


His 


65 










70 










75 










80 


Gin 


Glu 


Pro 


Ala 


Leu 


Arg 


Gly 


Glu 


Met 


Ala 


Glu 


Gly 


Met 


Pro 


Pro 


Met 










85 










90 










95 




Gin 


Ala 


Gin 


Glu 


Trp 


Asp 


Met 


Asp 


Ala 


Arg 


Arg 


Pro 


Met 


Pro 


Phe 


Gin 








100 










105 










110 






Phe 


Pro 


Pro 


Phe 


Pro 


Asp 


Arg 


Ala 


Pro 


Val 


Phe 


Pro 


Asp 


Arg 


Met 


Met 






115 










120 










125 








Arg 


Glu 


Pro 


Gin 


Leu 


Pro 


Thr 


Ala 


Glu 


He 


Ser 


Leu 


Trp 


Thr 


Val 


Val 


130 










135 










140 










Ala 


Ala- 


He 


Gin 


Ala 


Met 


Glu 


Arg 


Lys 


He 


Glu 


Ser 


Gin 


Ala 


Ala 


His 



3246 



WO 00/58473 



PCT/US00/08621 



cagccccagc cccagccacc 
1620 

ccccccatcg cggtggccga 
1680 

ggtttccagg tgctgcccgg 
1740 

agcaccgggg gcggcggggg 
1800 

ggggcaggcg gcggctgtgg 
1860 

cacggcgccc gcagcaagcc 
1920 

aagagcctca tcatccacca 
1980 

tgcgagaaga gcttcaactg 
204 0 

gagcggccct acaagtgctc 
2100 

aaecaccagc ggctgcacac 
2160 

ttcatccgca agcagaacct 
2220 

acgtgcggcg agtgcggcaa 
.2280 

gtgcacagcg gcggcccggg 
2340 

gactagggct gggctggggg 
2400 

accaaccacc ttgccgggtg 
2460 

tccggttggg ggtcccccag 
2520 

acgcccagct catctagggt 
2580 

gccgagcgtc ctcgggcacc 
2640 

cagatggtca tcaggggaag 
2700 

aggtcccaag gttaggagac 
2760, 

aacaccttca tgatgacaac 
2820 

gttttctatc cgttatccat 
2880 

ttttcctggt gaccgagtaa 
2940 

aggggcgcgc gctgcccaac 
3000 

cctggccctc ctggtctctc 
3060 

cggataaaac cagaagcgac 
3120 

ttggctacgg aacgccccag 
3180 



gcagccgcag ctgcagtcgc 
gaacccgggc ggccccccga 
ggagcgtggc tccggcgagg 
cgatgggggc ggtgggggcg 
cagctgctgc cctggcgggc 
ctactcgtgc cccgagtgcg 
ccgcagccac accaaggagc 
ccactcgggc ctcatccgcc 
ggagtgcgag aagacctaca 
999 c 9 a 9 c 99 cctttccaat 
gctcaagcac cagcgcatcc 
gagcttccgc tacaaggagt 
ccccggcgcc ccacggcagc 
a 999 ca 999 c cggacggagt 
tcctcagcca ccgtctggaa 
ggtggggcag ggatccccca 
ggacccagct gctggggaag 
gccctcacac ctcctcgagt 
ccaccaggga gtcccgaagc 
gccctgaaaa aaagcgaagg 
actgcctcgc gtttcaatag 
ttcacccttg gcctatccct 
agtgagaggc aggtgagacg 
cgcgctctcc gcctacctcc 
ttcctttcct ggtctctctt 
aggaggccag ctcctggggt 
gttgtacatt cagagggctc 



agccccagcc ccagagcctg 
gccgagggct gctggacgac 
cgccgccggg tggggaccgc 
gcggcgcgga ggcggggacg 
tgcggcggag cctcctcctg 
gcaagagctt cggcgtgcgc 
ggccctacga gtgcgctgag 
accagatgac gcaccgcggc 
gccgtaagga gcacctgcag 
gtgcactgtg cggcaagagc 
acacgggcga gcgcccctac 
cgctcaagga ccacctgcgc 
tcccgccgcc tcctgagcga 
ggatcggggg cggcctgagc 
atcggcaaca ggcattgcac 
gatctgtctg gtctgaatgg 
agccaggggg accgcgagga 
gccctgggac cactgggcca 
ccttctgaga tcaggaaatc 
ccgagggatg tgctaagggt 
cgctttatac ttttttaagt 
ctcagatagg tggggtagga 
gttcacccaa tcacacggga 
gctgctcggg aagctgctgg 
cctttccttg ctctcaccca 
tcctgggagc cgggaacaga 
tttctccatg ggagctcctg 
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<400> 4059 
ngtccaggtc 
60 

gacccctggg 
120 

tggccccggt 
180 

ctgccaaggg 
240 

agctgtccgg 
300 

acccgagcgg 
360 

cagctgggca 
420 

cccccggagg 
480 

ccgcccatgc 
540 

ccaccctttc 
600 

cccacagcag 
660 

attgaatcgc 
720 

aagctggctg 
780 

gccgtgctgg 
840 

gagaacttgc 
900 

gaggccccca 
960 

tggaagaact 
1020 

aaaaccctca 
1080 

gctgagccca 
1140 

ccaatggatc 
1200 

gtgaagcgtg 
1260 

cctacggaat 
1320 

aaacaggagg 
1380 

acggatccca 
1440 

gaggagcagc 
1500 

tctggcccta 
1560 



ctcgcatagt 
cgaggccgcc 
aggtccccgc 
gcggggagcg 
ccccggagag 
ggaacagcac 
tccagggcct 
aggtctgcca 
aggctcaaga 
cagatagggc 
agatctcact 
aggctgctca 
attgcgagaa 
ggaccctgct 
tgcgcaacag 
aggttccagt 
tggacgaatg 
tgtccctgga 
gggaagaacc 
ccgaagcagg 
aggacaccct 
ccattaccgt 
agcatcagtg 
attcagagtc 
catacccatg 
gtgacagcct 



ttgggccttt 
gcctctcagt 
aggcgggcag 
ccgccgaagg 
ggggaaggcg 
tcccaggatg 
ggggctggac 
ccaggagccg 
atgggacatg 
acctgtcttc 
ctggactgtg 
cctgctttcc 
gacagctgtg 
gcaggagtac 
gaacttctgg 
gacttttgtc 
gcagaaggag 
cgcggagggc 
ttgtgtgtgg 
agcagagccc 
gtgtgtccgg 
agactcccca 
cgtgtgggat 
tctcatctca 
.gggaccacgc 
gctgatggtg 



aaagtcggcc 
tttggggcgg 
gagctccgag 
ggactgtttg 
cctggaaaac 
cagtttgtgt 
agcgggagct 
gcgctgcgcg 
gacgcccggc 
cccgaccgca 
gtggctgcca 
ctagaaggtc 
gagttcggga 
gggctgctgc 
gtcctgcggc 
gacattgctg 
ctttataaca 
tcagtcccca 
gagcagcgcc 
ctggtgcctg 
ggtcagcggg 
atttctgccc 
cagcaggatt 
gcacatgaca 
gactcaatgg 
aagaacccac 



atcccagatt 
tggcgacccc 
gccattggct 
ctcctacggg 
gttcttcttc 
caacacggcc 
ggagctgggc 
gggaaatggc 
ggccaatgcc 
tgatgcgaga 
ttcaggccat 
aaaccgggat 
accagctgga 
agaggcggct 
tgcccccggg 
tgtacttctc 
accttgttaa 
agccagatgc 
accccgaaga 
cccaggatgc 
gcctggagga 
aggacctctt 
tggcagacag 
ttttgtcatg 
acggagagct 
ccccggcccc 



gagggggcct 
agtccgggag 
ggcgcgcggg 
ctgtagatgg 
tccctggccg 
gcagcctcag 
ccaggctctg 

cgagggaatg 
ttttcagttc 
gccccagttg 
ggagaggaag 
ggccgagaag 
gggcaagtgg 
ggagaacgtg 
cagcaagggg 
cgaagacgag 
ggagaactac 
tccagtccag 
gagagaaatc 
gtcctcccag 
aagagccatc 
gtcccggatt 
agatattccc 
gatcaagcag 
tggattagac 
gccacagccc 
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<212> DNA 

<213> Homo sapiens 

<400> 4057 

gcgcgcctcc acctgctaga ccaggtgttt ttccaggagc tgctgaagac agcccgcagc 
60 

agcaaggcct tcccagagga tgtggtcagg gtcatcttct ccaacatctc ctccatctat 
120 

cagttccatt ctcagttctt cctcccagag ctgcagcggc gcctggacga ctggacagct 
180 

aacccccgca tcggtgacgt gatccagaag ctggccccct tcctgaagat gtacagtgag 
240 

tatgtcaaga actttgagcg agcggctgag ctgctggcca cctggaccga caagtctcca 
300 

ctcttccagg aggttctcac tcgcatccag gtgaggctgg gggagggctg gagtcagcat 
360 

tgccactccc agcatgcagt ggctcaggtt gccttgagtg attccgggca tctcccaggc 
420 

tcagctgctt ccataggccc ctgcctactc gtccggccct caggagcagc ctgacccacc 
480 

tcccttctct caccctctcc gtgttgctcc cccatccctc cccaagagca gcg 
533 

<210> 4058 

<211> 157 

<212> PRT 

<213> Homo sapiens 

<400> 4058 

Ala Arg Leu His Leu Leu Asp Gin Val Phe Phe Gin Glu Leu Leu Lys 

1 ^ 5 10 15 

Thr Ala Arg Ser Ser Lys Ala Phe Pro Glu Asp Val Val Arg Val lie 

20 25 30 

Phe Ser Asn lie Ser Ser lie Tyr Gin Phe His Ser Gin Phe Phe Leu 

35 * 40 45 

Pro Glu Leu Gin Arg Arg Leu Asp Asp Trp Thr Ala Asn Pro Arg lie 

50 55 60 

Gly Asp Val He Gin Lys Leu Ala Pro Phe Leu Lys Met Tyr Ser Glu 
65 70 75 80 

Tyr Val Lys Asn Phe Glu Arg Ala Ala Glu Leu Leu Ala Thr Trp Thr 

85 90 95 

Asp Lys Ser Pro Leu Phe Gin Glu Val Leu Thr Arg He Gin Val Arg 

100 1 105 110 

Leu Gly Glu Gly Trp Ser Gin His Cys His Ser Gin His Ala Val Ala 

115 120 125 

Gin Val Ala Leu Ser Asp Ser Gly His Leu Pro Gly Ser Ala Ala Ser 

130 135 140 

He Gly Pro Cys Leu Leu Val Arg Pro Ser Gly Ala Ala 
145 150 155 

<210> 4059 

<211> 3994 

<212> DNA 

<213> Homo sapiens 
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2035 2040 2045 

Gly Leu Phe Thr Ala Pro Phe Pro Gin Asp Ser Asp Glu Leu Glu Arg 

2050 2055 2060 

lie Thr Lys Leu Phe His Phe Leu Gly lie Phe Leu Ala Lys Cys lie 
2065 2070 2075 2080 

Gin Asp Asn Arg Leu Val Asp Leu Pro lie Ser Lys Pro Phe Phe Lys 

2085 2090 2095 

Leu Met Cys Met Gly Asp lie Lys Ser Asn Met Ser Lys Leu lie Tyr 

2100 2105 2110 

Glu Ser Arg Gly Asp Arg Asp Leu His Cys Thr Glu Ser Gin Ser Glu 

2115 2120 2125 

Ala Ser Thr Glu Glu Gly His Asp Ser Leu Ser Val Gly Ser Phe Glu 

2130 2135 2140 

Glu Asp Ser Lys Ser Glu Phe lie Leu Asp Pro Pro Lys Pro Lys Pro 
2145 2150 2155 2160 

Pro Ala Trp Leu Asn Gly lie Leu Thr Trp Glu Asp Phe Glu Leu Val 

2165 2170 2175 

Asn Pro His Arg Ala Arg Phe Leu Lys Glu He Lys Asp Leu Ala He 

2180 2185 2190 

Lys Arg Arg Gin He Leu Ser Asn Lys Gly Leu Ser Glu Asp Glu Lys 

2195 2200 2205 

Asn Thr Lys Leu Gin Glu Leu Val Leu Lys Asn Pro Ser Gly Ser Gly 

2210 2215 2220 

Pro Pro Leu Ser He Glu Asp Leu Gly Leu Asn Phe Gin Phe Cys Pro 
2225 2230 2235 2240 

Ser Ser Arg He Tyr Gly Phe Thr Ala Val Asp Leu Lys Pro Ser Gly 

2245 2250 2255 

Glu Asp Glu Met He Thr Met Asp Asn Ala Glu Glu Tyr Val Asp Leu 

2260 2265 2270 

Met Phe Asp Phe Cys Met His Thr Gly He Gin Lys Gin Met Glu Ala 

2275 2280 2285 

Phe Arg Asp Gly Phe Asn Lys Val Phe Pro Met Glu Lys Leu Ser Ser 

2290 2295 2300 

Phe Ser His Glu Glu Val Gin Met He Leu Cys Gly Asn Gin Ser Pro 
2305 2310 2315 2320 

Ser Trp Ala Ala Glu Asp He He Asn Tyr Thr Glu Pro Lys Leu Gly 

2325 2330 2335 

Tyr Thr Arg Asp Ser Pro Gly Phe Leu Arg Phe Val Arg Val Leu Cys 

2340 2345 2350 

Gly Met Ser Ser Asp Glu Arg Lys Ala Phe Leu Gin Phe Thr Thr Gly 

2355 2360 2365 

Cys Ser Thr Leu Pro Pro Gly Gly Leu Ala Asn Leu His Pro Arg Leu 

2370 2375 2380 

Thr Val Val Arg Lys Val Asp Ala Thr Asp Ala Ser Tyr Pro Ser Val 
2385 2390 2395 2400 

Asn Thr Cys Val His Tyr Leu Lys Leu Pro Glu Tyr Ser Ser Glu Glu 

2405 2410 2415 

He Met Arg Glu Arg Leu Leu Ala Ala Thr Met Glu Lys Gly Phe His 
2420 2425 2430 

Leu Asn 



<210> 4057 
<211> 533 
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1605 1610 1615 

Leu Glu He Pro Pro Pro Gly Thr Pro His Ser Glu Leu Leu Glu Glu 

1620 1625 1630 

Val Glu Cys Thr Pro Ser Pro Arg Leu Ala Leu Thr Leu Lys Val Thr 

1635 1640 1645 

Gly Leu Gly Thr Thr Arg Glu Val Glu Leu Pro Leu Thr Asn Phe Arg 

1650 1655 1660 

Ser Thr He Phe Tyr Tyr Val Gin Lys Leu Leu Gin Leu Ser Cys Asn 
1665 1670 .1675 1680 

Gly Asn Val Lys Ser Asp Lys Leu Arg Arg He Trp Glu Pro Thr Tyr 

1685 1690 1695 

Thr He Met Tyr Arg Glu Met Lys Asp Ser Asp Lys Glu Lys Glu Asn 

1700 1705 1710 

Gly Lys Met Gly Cys Trp Ser lie Glu His Val Glu Gin Tyr Leu Gly 

1715 1720 1725 

Thr Asp Glu Leu Pro Lys Asn Asp Leu He Thr Tyr Leu Gin Lys Asn 

1730 1735 1740 

Ala Asp Ala Ala Phe Leu Arg His Trp Lys Leu Thr Gly Thr Asn Lys 
1745 1750 1755 1760 

Ser lie Arg Lys Ash Arg Asn Cys Ser Gin Leu He Ala Ala Tyr Lys 

1765 1770 1775 

Asp Phe Cys Glu His Gly Thr Lys Ser "Gly Leu Asn Gin Gly Ala lie 

1780 1785 1790 

Ser Thr Leu Gin Ser Ser Asp He Leu Asn Leu Thr Lys Glu Gin Pro 

1795 1800 1805 

Gin Ala Lys Ala Gly Asn Gly Gin Asn Ser Cys Gly Val Glu Asp Val 

1810 1815 1820 

Leu Gin Leu Leu Arg lie Leu Tyr lie Val Ala Ser Asp Pro Tyr Ser 
1825 1830 1835 1840 

Arg lie Ser Gin Glu Asp Gly Asp Glu Gin Pro Gin Phe Thr Phe Pro 

' 1845 1850 1855 

Pro Asp Glu Phe Thr Ser Lys Lys lie Thr Thr Lys He Leu Gin Gin 

1860 1865 1870 

He Glu Glu Pro Leu Ala Leu Ala Ser Gly Ala Leu Pro Asp Trp Cys 

1875 1880 1885 

Glu Gin Leu Thr Ser Lys Cys Pro Phe Leu lie Pro Phe Glu Thr Arg 

1890 1895 1900 

Gin Leu Tyr Phe Thr Cys Thr Ser Phe Gly Ala Ser Arg Ala lie Val 
1905' 1910 1915 1920 

Trp Leu Gin Asn Arg Arg Glu Ala Thr Val Glu Arg Thr Arg Thr Thr 

1925 1930 1935 

Ser Ser Val Arg Arg Asp Asp Pro Gly Glu Phe Arg Val Gly Arg Leu 

1940 1945 1950 

Lys His Glu Arg Val Lys Val Pro Arg Gly Glu Ser Leu Met Glu Trp 

1955 1960 1965 

Ala Glu Asn Val Met Gin He His Ala Asp Arg Lys Ser Val Leu Glu 

1970 1975 1980 

Val Glu Phe Leu Gly Glu Glu Gly Thr Gly Leu Gly Pro Thr Leu Glu 
1985 1990 1995 2000 

Phe Tyr Ala Leu Val Ala Ala Glu Phe Gin Arg Thr Asp Leu Gly Ala 

2005 2010 2015 

Trp Leu Cys Asp Asp Asn Phe Pro Asp Asp Glu Ser Arg His Val Asp 

2020 2025 2030 

Leu Gly Gly Gly Leu Lys Pro Pro Gly Tyr Tyr Val Gin Arg Ser Cys 
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1170 1175 1180 

Ser Ser Leu Val Lys Asn Asn Cys Pro Asp Lys Thr Ser Ala Ala Ala 
1185 1190 1195 1200 

Gly Ser Ser Ser Arg Lys Gly Ser Ser Ser Ser Val Cys Ser Val Ala 

1205 1210 1215 . 

Ser Ser Ser Asp He Ser Leu Gly Ser Thr Lys Thr Glu Arg Arg Ser 

1220 1225 1230 

Glu He Val Met Glu His Ser He Val Ser Gly Ala Asp Val His Glu 

1235 1240 1245 

Pro He Val Val Leu Ser Ser Ala Glu Asn Val Pro Gin Thr Glu Val 

1250 1255 1260 

Gly Ser Ser Ser Ser Ala Ser Thr Ser Thr Leu Thr Ala Glu Thr Gly 
1265 1270 1275 1280 

Ser Glu Asn Ala Glu Arg Lys Leu Gly Pro Asp Ser Ser Val Arg Thr 

1285 1290 1295 

Pro Gly Glu Ser Ser Ala He Ser Met Gly He Val Ser Val Ser Ser 

1300 1305 1310 

Pro Asp Val Ser Ser Val Ser Glu Leu Thr Asn Lys Glu Ala Ala Ser 

1315 * 1320 1325 

Gin Arg Pro Leu Ser Ser Ser Ala Ser Asn Arg Leu Ser Val Ser Ser 

1330 1335 1340 

Leu Leu Ala Ala Gly Ala Pro Met Ser Ser Ser Ala Ser Val Pro Asn 
1345 * 1350 1355 1360 

Leu Ser Ser Arg Glu Thr Ser Ser Leu Glu Ser Phe Val Arg Arg Val 

1365 1370 1375 

Ala. Asn He Ala Arg Thr Asn Ala Thr Asn Asn Met Asn Leu Ser Arg 

1380 1385 1390 

Ser Ser Ser Asp Asn Asn Thr Asn Thr Leu Gly Arg Asn Val Met Ser 

1395 - 1400 1405 

Thr Ala Thr Ser Pro Leu Met Gly Ala Gin Ser Phe Pro Asn Leu Thr 

1410 1415 1420 

Thr Pro Gly Thr Thr Ser Thr Val Thr Met Ser Thr Ser Ser Val Thr 
1425 1430 1435 1440 

Ser Ser Ser Asn Val Ala Thr Ala Thr Thr Val Leu Ser Val Gly Gin 

1445 1450 1455 

Ser Leu Ser Asn Thr Leu Thr Thr Ser Leu Thr Ser Thr Ser Ser Glu 

" 1460 1465 1470 

Ser Asp Thr Gly Gin Glu Ala Glu Tyr Ser Leu Tyr Asp Phe Leu Asp 

1475 1480 1485 

Ser Cys Arg Ala Ser Thr Leu Leu Ala Glu Leu Asp Asp Asp Glu Asp 

1490 1495 1500 

Leu Pro Glu Pro Asp Glu Glu Asp Asp Glu Asn Glu Asp Asp Ash Gin 
1505 1510 1515 1520 

Glu Asp Gin Glu Tyr Glu Glu Val Met lie Leu Arg Arg Pro Ser Leu 

1525 1530 1535 

Gin Arg Arg Ala Gly Ser Arg Ser Asp Val Thr His His Ala Val Thr 

1540 1545 1550 

Ser Gin Leu Pro Gin Val Pro Ala Gly Ala Gly Ser Arg Pro He Gly 

1555 1560 1565 

Glu Gin Glu Glu Glu Glu Tyr Glu Thr Lys Gly Gly Arg Arg Arg Thr 

1570 1575 1580 

Trp Asp Asp Asp Tyr Val Leu Lys Arg Gin Phe Ser Ala Leu Val Pro 
1585 1590 1595 1600 

Ala Phe Asp Pro Arg Pro Gly Arg Thr Asn Val Gin Gin Thr Thr Asp 



3240 



WO 00/58473 PCT/USOO/08621 









740 










745 










750 






Asp 


Leu 


Asp 




Lys 


Gin 


Asp 


Cvs 


Ser 


Gin 


Leu 


Val 


Glu 


Ara 


He 


Asn 






7 5 5 










760 










765 








v dX 




Lys 


Thr 


Ala 


Phe 


Ser 


Glu 


Asn 


Glu 


Asp 


Asp 


Glu 


Ser 


Arcr 


Pro 




770 










775 










780 










Aid 


Vci-L 




Leu 


lie 


Arg 


Lys 


Leu 


He 


Ala 


Val 


Leu 


Glu 


Ser 


He 


Glu 


*7 B ^ 










790 










795 










800 


Arg 


Leu 


Pro 


Leu 


rii S 


Leu 


Tyr 


A 

sp 


Thr 


Pro 


Gly 


Ser 


Thr 


TVr 
1 yi 


Asn 


Leu 










805 










810 










815 




Gin 


Tl a 

lie 


Leu 


i nr 


Arg 


Arg 


Leu 


Arg 




Arg 


Leu 


Glu 


Arg 


Ala 


Pro 


Gly 








q ^ n 










825 










830 






bill 


Thr 


Aid 


Leu 


J. JL c 


Asp 


Arg 


Thr 

1 lix. 


ri ~\ \r 
uiy 


Arg 


Met 


Leu 


Lys 


Met 


Glu 


Pro 






ft"* ^ 
OJ3 










840 










845 








Leu 


Ala 


Tnr 


vai 


G1U 


Ser 


Leu 


ulU 


oxn 


Tyr 


Leu 


Leu 


Lys 


l iti U 


Val 
vox 


Ala 




QCft 

odU, 




















860 










Lys 


Gin 


Trp 


Tyr 


Asp 


trie 


Asp 


Arg 


Ser 


Ser 


rile 


V cl X 


r Lltz 


vol 


Arg 


Lys 


Q r r 
O D D 










q 7 n 










O / 3 










880 


Leu 


Arg 


Glu 


Gly 


Gin 


Asn 


pne 


I ie 


Pne 


Arg 


ills 


lain 


HIS 


Asp 




Asp 










ODD 










890 










895 




Glu 


Asn 


Gly 


lie 


lie 


Tyr 


Trp 


lie 


GJ.y 


i nr 


Asn 


Til a 
Ala 


Lys 


JL ill 


211 a 
M.J.O. 


Tyr 








QAA 










?U3 










910 






Glu 


Trp 


Val 


Asn 


Pro 


Ala 


Aia 


Tyr 


Gly 


Leu 


vai 


val 


Val 


Thr 


Ser 








on c 

?l3 










920 










925 








Glu 


Gly 


Arg 


Asn 


Leu 


Pro 


Tyr 


Gly 


Arg 


Leu 


ulu 


Asp 


He 


Leu 


Ser 


Arg 




930 










935 










940 










Asp 


Asn 


Ser 


Ala 


Leu 


Asn 


Cys 


His 


Ser 


Asn 


Asp 


Asp 


Lys 


Asn 


Ala 


Trp 


945 










950 










955 










960 


Phe 


Ala 


He 


Asp 


Leu 


Gly 


Leu 


Trp 


Val 


He 


Pro 


Ser 


Ala 


Tyr 


Thr 


Leu 










965 










970 










975 




Arg 


His 


Ala 


Arg 


Gly 


Tyr 


Gly 


Arg 


Ser 


Ala 


Leu 


Arg 


Asn 


Trp 


Val 


Phe 








980 










985 










990 






Gin 


Val 


Ser 


Lys 


Asp 


Gly 


Gin 


Asn 


Trp 


Thr 


Ser 


Leu 


Tyr 


Thr 


His 


Val 






995 










1000 








1005 






Asp 


Asp 


Cys 


Ser- 


Leu 


Asn 


Glu 


Pro Gly 


Ser 


Thr 


Ala 


Thr 


Trp 


Pro 


Leu 




1010 








1015 








1020 . 








Asp 


Pro 


Pro 


Lys 


Asp 


Glu 


Lys Gin Gly 


Trp 


Arg 


His 


Val 


Arg 


.lie 


Lys 



1025 1030 1035 1040 

Gin Met Gly Lys Asn Ala Ser Gly Gin Thr His Tyr Leu Ser Leu Ser 

1045 1050 1055 

Gly Phe Glu Leu Tyr Gly Thr Val Asn Gly Val Cys Glu Asp Gin Leu 

1060 1065 1070 

Gly Lys Ala Ala Lys Glu Ala Glu Ala Asn Leu Arg Arg Gin Arg Arg 

1075 1080 1085 

Leu Val Arg Ser Gin Val Leu Lys Tyr Met Val Pro Gly Ala Arg Val 

1090 1095 1100 

lie Arg Gly Leu Asp Trp Lys Trp Arg Asp Gin Asp Gly Ser Pro Glh 
1105 1110 1115 1120 

Gly Glu Gly Thr Val Thr Gly Glu Leu His Asn Gly Trp He Asp Val 

1125 1130 1135 

Thr Trp Asp Ala Gly Gly Ser Asn Ser Tyr Arg Met Gly Ala Glu Gly 

1140 1145 1150 

Lys Phe Asp Leu Lys Leu Ala Pro Gly Tyr Asp Pro Asp Thr Val Ala 

1155 1160 1165 

Ser Pro Lys Pro Val Ser Ser Thr Val Ser Gly Thr Thr Gin Ser Trp 
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305 310 315 320 

Lys, Lys Asp Thr Asn Lys Asp Glu Glu Glu Cys Asn Glu Pro Lys Gly 

325 330 335 

Asp Pro Glu Met Ala Pro lie Tyr Leu Lys Arg Leu Leu Pro Val Phe 

340 345 350 

Ala Gin Thr Phe Gin Gin Thr Met Leu Pro Ser He Arg Lys Ala Ser 

355 360 .365 

Leu Ala Leu He Arg Lys Met He His Phe Cys Ser Glu Ala Leu Leu 

370 375 380 

Lys Glu Val Cys Asp Ser Asp Val Gly His Asn Leu Pro Thr He Leu 
385 390 395 400 

Val Glu He Thr Ala Thr Val Leu Asp Gin Glu Asp Asp Asp Asp Gly 

405 410 415 

His Leu Leu Ala Leu Gin He He Arg Asp Leu Val Asp Lys Gly Gly 

420 425 430 

Asp He Phe Leu Asp Gin Leu Ala Arg Leu Gly Val He Ser Lys Val 

435 440 445 

Ser Thr Leu Ala Gly Pro Ser Ser Asp Asp Glu Asn Glu Glu Glu Ser 

450 455 460 

Lys Pro Glu Lys Glu Asp Glu Pro Gin Glu Asp Ala Lys Glu Leu Gin 
465^ 470 475 480 

Gin Gly Lys Pro Tyr His Trp Arg Asp Trp Ser He He Arg Gly Arg 

485 490 495 

Asp Cys Leu Tyr He Trp Ser Asp Ala Ala Ala Leu Glu Leu Ser Asn 

500 505 510 

Gly Ser Asn Gly Trp Phe Arg Phe He Leu Asp Gly Lys Leu Ala Thr 

515 520 . 525 

Met Tyr Ser Ser Gly Ser Pro Glu Gly Gly Ser Asp Ser Ser Glu Ser 

530 535 540 

Arg Ser Glu Phe Leu Glu Lys Leu Gin Arg Ala Arg Gly Gin Val Lys 
545 550 555 560 

Pro Ser Thr Ser Ser Gin Pro He Leu Ser Ala Pro Gly Pro Thr Lys 

565 570 575 

Leu Thr Val Gly Asn Trp Ser Leu Thr Cys Leu Lys Glu Gly Glu He 

580 585 590 

Ala He His Asn Ser Asp Gly Gin Gin Ala Thr He Leu Lys Glu Asp 

595 600 605 

Leu Pro Gly Phe Val Phe Glu Ser Asn Arg Gly Thr Lys His Ser Phe 

610 615 620 

Thr Ala Glu Thr Ser Leu Gly Ser Glu Phe Val Thr Gly Trp Thr Gly 
625 630 635 640 

Lys Arg Gly Arg Lys Leu Lys Ser Lys Leu Glu Lys Thr Lys Xaa Lys 

645 650 655 

Val Arg Thr Met Ala Arg Asp Leu Tyr Asp Asp His Phe Lys Ala Val 

660 665 670 

Glu Ser Met Pro Arg Gly Val Val Val Thr Leu Arg Asn He Ala Thr 

675' 680 685 

Gin Leu Glu Ser Ser Trp Glu Leu His Thr Asn Arg Gin Cys He Glu 

690 695 700 

Ser Glu Asn Thr Trp Arg Asp Leu Met Lys Thr Ala Leu Glu Asn Leu 
705 710 715 720 

He Val Leu Leu Lys Asp Glu Asn Thr He Ser Pro Tyr Glu Met Cys 

725 730 735 

Ser Ser Gly Leu Val Gin Ala Leu Leu Thr Val Leu Asn Asn Ser Met 
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aaggggggaa aacctggtct aagtgcaagg cacacttaca gcgagtttta ctttcggttg 
8280 

tattttcttt gtatattata aacatttatt taacttgttg ccgtttgaag taaaaaattt 
8340 

ccaaaatgta tgctcaacaa taatcattaa aatgtttgca gcgtaaaaaa aaaaaaaaaa 
8400 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaa 
8458 

<210> 4056 

<211> 2434 

<212> PRT 

<213> Homo sapiens 

<400> 4056 

Met Glu Pro Gin Asp Ser Ser Leu Glu lie Cys Val Glu Ser Leu Ser 

1 5 10 15 

Ser Leu Leu Lys His Glu Asp His Gin Val Ser Asp Gly Ala Leu Arg 

20 25 30 

Cys Phe Ala Ser Leu Ala Asp Arg Phe Thr Arg Arg Gly Val Asp Pro 

35 40 45 

Ala Pro Leu Ala Lys His Gly Leu Thr Glu Glu Leu Leu Ser Arg Met 

50 55 60 

Ala Ala Ala Gly Gly Thr Val Ser Gly Pro Ser Ser Ala Cys Lys Pro 
65 70 75 80 

Gly Arg Ser Thr Thr Gly Ala Pro Ser Thr Thr Ala Asp Ser Lys Leu 

85 90 95 

Ser Asn Gin Val Ser Thr lie Val Ser Leu Leu Ser Thr Leu Cys Arg 

100 105 110 

Gly Ser Pro Val Val Thr His Asp Leu Leu Arg Ser Glu Leu Pro Asp 

115 120 125 

Ser lie Glu Ser Ala Leu Gin Gly Asp Glu Arg Cys Val Leu Asp Thr 

130 135 140 

Met Arg Leu Val Asp Leu Leu Leu Val Leu Leu Phe Glu Gly Arg Lys 
145 150 155 160 

Ala Leu Pro Lys Ser Ser Ala Gly Ser Thr Gly Arg lie Pro Gly Leu 

165 170 175 

Arg Arg Leu Asp Ser Ser Gly Glu Arg Ser His Arg Gin Leu lie Asp 

180, 185 190 

Cys lie Arg Ser Lys Asp Thr Asp Ala Leu lie Asp Ala lie Asp Thr 

195 200 205 

Gly Ala Phe Glu Val Asn Phe Met Asp Asp Val Gly Gin Thr Leu Leu 

210 215 220 

Asn Trp Ala Ser Ala Phe Gly Thr Gin Glu Met Val Glu Phe Leu Cys 
225 230 235 240 

Glu Arg Gly AlaAsp Val Asn Arg Gly Gin Arg Ser Ser Ser Leu His 

245 250 255 

Tyr Ala Ala Cys Phe Gly Arg Pro Gin Val Ala Lys Thr Leu Leu Arg 

260 265 270 

His Gly Ala Asn Pro Asp Leu Arg Asp Glu Asp Gly Lys Thr Pro Leu 

275 280 285 

Asp Lys Ala Arg Glu Arg Gly His Ser Glu Val Val Ala lie Leu Gin 

290 295 300 

Ser Pro Gly Asp Trp Met Cys Pro Val Asn Lys Gly Asp Asp Lys Lys 
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tatgagtcac gaggtgatag agacttacac 
6660 

gaagaaggtc atgattcact ctcggtagga 
6720 

attcttgatc cccctaaacc aaaaccccca 
6780 

gactttgaat tagtaaaccc acacagagcc 
6840 

atcaagaggc gccaaatttt aagcaacaaa 
6900 

ttacaggaac tagtgctgaa gaatccatca 
6960 

ttaggtttaa atttccagtt ttgcccttcc 
7020 

ctcaagccaa gtggtgaaga tgagatgata 
7080 

ttgatgtttg acttttgtat gcatacgggt 
7140 

gggtttaata aagtttttcc aatggagaaa 
7200 

atgattcttt gtggaaacca gtcaccatcc 
7260 

gaacctaagc tgggttatac acgtgacagc 
7320 

tgtggcatgt cttctgatga aaggaaagca 
7380 

ctacccccag gtggactggc taacctgcat 
7440 

gctactgatg caagctatcc atcagtcaat 
7500 

. tattcttccg aggagatcat gagagagcgc 
7560 

catctcaatt gagctttgaa gtgcaatggg 
7620 

agcctcttgt gtttgtgtgc agagaagtat 
7680 

tttttccacc attaaggctt taagaacatg 
7740 

aacaaatcct gtaactaccc agccagcaag 
7800 

aagggcttat gtgactggaa taaggtggtc 
7860 

agatcttcag tgttcactgg taaatttcta 
7920 

atactccata cactacagtt gctgtcactg 
7980 

ggtcaaaaat cctgcttcct taaaacatag 
8040 

ttccttttta atgatgcctg cactatcaag 
8100 

tataatcatg caccaaactt tttatttctt 
8160 

tgccatacta tgaagatcaa agtcttaagt 
8220 



tgtactgaaa gtcagtctga agcttctaca 
agctttgaag aggattcaaa atcagaattt 
gcttggctta atggaatttt gacttgggaa 
agatttttaa aagaaattaa agaccttgct 
ggtctttctg aagatgagaa gaacacaaaa 
ggttctgggc ctccacttag catagaggat 
tcaagaatat atggttttac agctgtggat 
acaatggata atgcagaaga atatgtggat 
attcagaaac aaatggaagc ctttagagat 
ttaagttcct tcagccatga agaagtccaa 
tgggcagcag aggatattat caattacact 
cctggtttcc tgaggtttgt gagggtttta 
ttcttgcagt ttaccactgg ttgttcaact 
cccaggctca cggttgtacg caaggttgat 
acatgtgtgc attaccttaa gttgcctgaa 
ctgctagctg ctacaatgga gaaaggcttt 
agacatcaga gactttaaaa atactagtga 
atgatccacc atgctaatga cacttgcctt 
tggaataagt tttttagctg ctaatgacaa 
tatatagcac agaacactgt gttactttac 
ccacttgact gttccaaaga gcagcttctc 
acagtgtatt tgtgtaaagt ttgtcatttc 
atccctgttt tgctggcttt taagctactt 
agaattaatg agcatctcaa gctttttctt 
agtattctag tgttctctct ttgtttggca 
taaggtggga gtatattttt atttcctaaa 
gtgtttgcag ctcaaaaata aagatgtatt 
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gaagaagagt 
5040 

aagagacagt 
5100 

cagcagacaa 
5160 

gaagtcgaat 
5220 

acgactcgtg 
5280 

caaaaattgc 
5340 

tgggagccca 
5400 

aatggaaaaa 
5460 

ttaccaaaga 
5520 

cactggaaat 
5580 

atagctgcat 
5640 

atttctactc 
5700 

gcaggcaatg 
576.0 

tatatagttg 
5820 

cagtttactt 
5880 

cagattgagg 
5940 

accagcaaat 
6000 

tcatttggcg 
6060 

cgaacgagaa 
6120 

ctcaagcatg 
6180 

gtcatgcaaa 
6240 

ggaactggct 
6300 

actgacttgg 
6360 

gatcttggag 
6420 ■ 
acagcaccat 
6480 

cttggaattt 
6540 

aaaccttttt 
6600 



acgaaactaa 
tttctgcatt 
ctgatctaga 
gtactccgtc 
aagttgaatt 
ttcaattgtc 
catacacaat 
tgggttgctg 
atgacttgat 
taactggcac 
ataaggattt 
ttcaaagtag 
gacagaactc 
caagtgaccc 
ttccaccaga 
aaccattggc 
gtccttttct 
cctcaagagc 
ccacaagcag 
aaagagtaaa 
tacatgcaga 
tgggacccac 
gagcttggct 
gtggattgaa 
ttccacagga 
tcttggccaa 
ttaaacttat 



aggaggacgc 
ggttcctgct 
aataccaccc 
acctcgatta 
accactcacc 
ctgtaatggc 
catgtacaga 
gtctatagag 
aacctacctg 
taataaaagt 
ttgtgagcat 
tgatattctt 
ttgtggagta 
ttattcaaga 
tgaattcact 
ac.tggcaagt 
aataccattt 
aatagtatgg 
tgttaggcga 
agttccacgt 
tcggaaatca 
attagagttt 
ttgtgatgat 
acctcctgga 
tagtgatgag 
atgcattcaa 
gtgtatgggt 



cggagaacat 
tttgatccta 
ccagggaccc 
gctctcactt 
aatttcagat 
aatgtgaaat 
gaaatgaagg 
catgtggagc 
cagaagaatg 
attaggaaaa 
ggaacaaagt 
aatttaacaa 
gaagatgtcc 
atatcccagg 
agcaaaaaaa 
ggggctctgc 
gaaactagac 
ttacagaacc 
gatgaccctg 
ggcgagtcac 
gttcttgagg 
tatgctctgg 
aattttccag 
tattatgtgc 
cttgaaagga 
gacaatagac 
gacattaaaa 



gggatgatga 
gacctggtcg 
ctcattcaga 
tgaaagtaac 
caaccatctt 
cagataaact 
attctgataa 
agtacc.ttgg 
cagacgctgc 
acagaaattg 

ctgggttaaa 
aagaacaacc 
ttcagcttct 
aagatggtga 
ttacaacaaa 
cagactggtg 
agctttattt 
gacgtgaagc 
gagagtttcg 
tgatggaatg 
ttgaattttt 
tggcagcaga 
atgatgaatc 
agaggtcatg 
tcacgaaact 
ttgtggactt 
gcaatatgag 



ttatgtgcta 
tactaatgtc 
gctcttggaa 
aggtcttgga 
ttactatgta 
taggcgtatt 
agaaaaggaa 
cactgatgaa 
tttcctgcgc 
ttctcagctc 
ccagggggcc 
tcaggccaaa 
gcgtattctg 
tgaacagcct 
aatattacag 
tgaacaatta 
cacatgtaca 
cactgtggag 
agttggtcgt 
ggctgagaat 
aggagaagaa 
attccagaga 
tcgtcacgtt 
tggactgttc 
gtttcatttc 
acctatttct 
taaactgatt 
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caagggtgga gacatgtgag aattaaacag atggggaaaa atgccagtgg acaaacacac 
3420 

tacctctcat tatctggatt cgaactttat ggcactgtaa atggagtatg tgaagatcag 
3480 

ctagggaaag cagctaaaga agcagaagct aatcttagac ggcagagacg tctagtacgt 
3540 

tcccaggttc tgaaatacat ggttccagga gctcgtgtta tcagaggcct ggattggaaa 
3600 

tggcgagatc aggatggcag cccacaggga gaaggcactg tcacaggaga actacacaat 
3660 

ggctggattg atgtcacctg ggatgctggt ggctcaaact cttaccgtat gggcgcagaa 
3720 

ggaaaatttg acctcaagct tgcaccaggg tacgaccctg atacagtggc atcacccaaa 
3780 

cctgtttcat ccactgtttc aggcacaacg caatcatgga gcagcttggt gaaaaacaac 
3840 

tgtccagaca agacatctgc tgctgcaggc tcctcaagta gaaaaggaag cagcagttct 
3900 

gtgtgtagcg tggccagtag cagcgacatc agcttgggtt cgaccaaaac ggaacggaga 
3960 

tcagaaattg taatggaaca cagtatagtt tcaggagctg atgtccatga accaattgtt 
4020 

gttctttcat ctgctgaaaa cgtccctcaa acagaagtag ggtcatcttc cagtgcaagc 
4080 i 

accagcacct taacagcgga aacgggaagt gaaaatgctg aaaggaagtt aggccctgat 
4140 

agttctgttc gtactcctgg ggagtctagt gcaatatcca tgggaattgt cagtgttagt 
4200 

tctcctgatg ttagttcagt atctgaatta actaataaag aagcagcttc acaacgacct 
4260 

cttagctctt cagcaagtaa cagactgtca gtgagttctt tgttggctgc tggggcccct 
4320 

atgagctcta gtgcaagtgt acctaacctg tcctcaagag aaacatctag cttggagagt 
4380 

tttgtaagga gagtggcaaa catagcacgg actaatgcca cgaacaacat gaatctaagc 
4440 

cgaagcagca gtgataacaa cactaatact ttggggagga atgtgatgag cacagcaact 
4500 

tctcctctta tgggtgctca gagtttccct aatttgacca cacctggtac tacatcaaca 
4560 

gtgactatgt caacatccag tgttactagc agcagcaatg tagctacagc aacaacagtt 
4620 

ttatcagttg gtcaatcttt aagtaacact ttaaccacca gcctcacatc aacttccagt 
4680 

gagagtgaca caggtcagga agcagaatat tccttatatg atttccttga tagctgccgt 
4740 

gccagtactc tattggctga gctcgatgat gatgaggact tacctgagcc agatgaagaa 
4800 

gatgatgaga atgaagatga caatcaggag gaccaagaat acgaggaggt tatgattctg 
4860 

agacgcccat ccctgcaacg tcgagctggc tcccgctctg atgtaacgca tcatgctgtt 
4920 

acctcgcagc taccacaggt acctgctgga gcagggagcc gacctattgg ggagcaggaa 
4980 
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atcattaggg gaagggactg cttatatatt 
1800- 

aatggcagta atggatggtt cagatttatc 
1860 . 

agtggtagtc cggaaggtgg atctgacagt 
1920 

ttacaaagag ctcgaggcca agtaaagcca 
1980 

ccaggaccca ctaaacttac tgtaggaaat 
2040 

attgctattc ataattcaga tggtcagcaa 
2100 

tttgtatttg aatctaatag aggaaccaaa 
2160 

tcagaatttg tgactggctg gactggcaaa 
2220 

aaaacaaagc anaaggtacg aactatggct 
2280 

gttgaaagca tgcctcgtgg agtagtggta 
2340 

tcatcttggg aacttcatac aaatagacaa 
2400 

ttaatgaaga cagctttaga aaacctaatt 
2460 

ccatatgaaa tgtgtagcag tggcttggta 
2520 

atggatttgg atatgaaaca agattgtagt 
2580 

actgccttta gtgaaaatga agatgatgaa 
2640 

ttaatagctg tactagaatc tattgaacgt 
2700 

-tccacatata acctccagat acttacaagg 
2760 

ggtgaaactg cattgattga caggactggc 
2820 

gttgaatctc tggaacagta ccttttgaaa 
2880 

cgatcttcat ttgtttttgt tcgaaaatta 
2940 

cagcatgatt ttgatgaaaa tggaatcatt 
3000 

tatgaatggg taaatccagc tgcctatgga 
3060 

aatctacctt atggccgctt agaagacata 
3120 

catagcaatg atgataagaa tgcctggttt 
3180 

tcagcatata cacttcgtca tgctcgtggt 
3240 

ttccaggtat ccaaagatgg acagaactgg 
3300 

agtctcaatg aaccagggtc aactgcaact 
3360 



tggagtgatg cagcagcctt ggaattatct 
ttggatggaa aacttgccac catgtattca 
tcagaaagcc gaagtgaatt cttagagaag 
tctacttcaa gtcaacctat actgtcagca 
tggtcactga catgtttgaa agaaggagaa 
gctacaatat tgaaagaaga tttacctggt 
cattcattta ctgcagaaac ttccctgggt 
a 9 a 99cagaa aactgaaatc taagttagaa 
cgagatttat acgatgacca ttttaaagct 
acactcagaa acatagcaac tcagttagag 
tgtattgaga gtgagaacac ttggagagat 
gtacttttga aggatgaaaa cacaatttca 
caagcacttc ttactgtgtt aaacaatagc 
caactggtag aaagaataaa tgtttttaaa 
agtcgaccag cagttgcgtt aattcgaaag 
ctacctctcc atttgtatga tacaccagga 
agattacgat ttcggttgga acgtgcacct 
agaatgttga agatggaacc . tttggctaca 
atggtagcaa aacagtggta tgattttgac 
agagaaggac aaaattttat atttcggcac 
tactggattg gaacaaatgc aaaaactgct 
cttgtagtag taacgtcatc agaaggaaga 
ctaagtcgtg ataattcagc tttaaattgt 
gccatagatc tgggtctctg ggtgatacca 
tatggaaggt ctgcactgag aaattgggtt 
acttctttgt atacccatgt tgatgactgc 
tggcctcttg atccaccaaa ggatgagaaa 
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taactgatat 
180 

cttaccttca 
240 

gctgtggtat 
300 

gtagagtctc 
360 

cggtgttttg 

420 

gccaagcatg 
480 

tcaggaccat 
540 

gcagattcca 
600 

agaggctctc 
660 

agtgcattgc 
720 

ttggtgctat 
780 ' 

agaatcccag 
840 

gattgtattc 
900 

gaagtaaatt 
960 

actcaggaaa 
1020 

tcatcatcat 
1080 

cggcatggtg 
1140 

cgagaaaggg 
1200 

ccagttaata 
1260 

aatgagccca 
1320 

tttgcacaaa 
1380 

attcgaaaaa 
1440 

gttggtcaca 
1500 

gatgatgatg 
1560 

ggtgatatat 
1620 

gcaggtcctt 
1680 ' 

ccacaggaag 
1740 



gtactcgtga 
ttcgcgacag 
caagactctg 
tgtctagttt 
catcactagc 
gattaactga 
catcagcatg 
aattgagtaa 
cggtagtaac 
agggtgatga 
tatttgaagg 
gactccggag 
gaagtaaaga 
ttatggatga 
tggtagaatt 
tacattatgc 
caaatccaga 
gccatagtga 
aaggagatga 
aaggagatcc 
catttcagca 
tgattcattt 
atttgcctac 
atggccactt 
ttttggatca 
cctctgatga 
atgctaaaga 



gtcaagagca 
gggacatcta 
tggctaaatg 
attaaagcat 
tgaccggttt 
ggagctgttg 
caaaccaggt 
tcaggtgtca 
acatgatctt 
aagatgtgtg 
acgaaaagct 
attagatagt 
taccgatgca 
tgtaggtcag 
tctttgtgag 
tgcatgtttt 
tctgagagat 
agtggtagct 
taagaaaaag 
ggaaatggca 
aactatgctg 
ttgctctgaa 
aatactagtg 
gctggctttg 
gctagccaga 
tgagaatgaa 
attgcaacaa 



gtctttgagg 
ggtcataaag 
gagcctcaag 
gaagatcatc 
acccgtcgtg 
tctcgaatgg 
cgcagcacca 
acaattgtaa 
ctgaggtcgg 
cttgatacta 
ttgccaaagt 
tctggggagc 
cttatagatg 
actctattaa 
agaggtgcag 
ggaagacctc 
gaagatggga 
attcttcagt 
aaagatacaa 
cccatatact 
ccttcaataa 
gcactgttaa 
gaaatcactg 
cagatcataa 
cttggtgtaa 
gaggaatcaa 
ggtaaaccat 



ctggtggttt 
acaccttgca 
attcttcttt 
aggtttcaga 
gggtagaccc 
cagcggctgg 
caggagcccc 
gtctgctctc 
agcttccaga 
tgcgtttggt 
ctagtgctgg 
gctcacatcg 
caattgacac 
actgggcctc 
atgttaatag 
aagtagcaaa 
aaactccatt 
ctccaggtga 
acaaagatga 
tgaaaaggtt 
ggaaagcaag 
aagaagtttg 
caactgtcct 
gggatttagt 
ttagcaaagt 
aaccagaaaa 
atcattggag 



gaattgtgtg 
ctctgctatg 
agaaatttgt 
tggagctctg 
agctccattg 
tggtactgta 
atccaccact 
aacgctttgc 
ttcaattgaa 
tgaccttctc 
atctacaggc 
gcagcttata 
aggagccttt 
tgcttttgga 
aggtcaaagg 
gactctgtta 
agataaagct 
ttggatgtgt 
agaagaatgt 
attgccagtg 
tcttgctcta 
tgattctgat 
ggatcaagag 
agataaaggt 
gtcaacgttg 
agaagatgaa 
agactggtca 
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85 90 

<210> 4053 
<211> 461 
<212> DNA 

<213> Homo sapiens 
<400> 4053 

gcagaatctt attttgagat acagtcccct cccacccctg ggggactagg ggtactaggg 
60 

agcgtctcat tcttctctcc tgagttccgg aatccacctc cgagagcgca gtctccaggc 
120 

tttcagcagc caggcaggcg ctcggcgaga agggtttctg gaattcgagc gatgcggctt 
180 

tgctcaccag ggagccagcc cgggacccag aacttacacc cgggaccccg cgagtacagg 
240 

acaccggtgg ggacaggaat tatcccccgc ccaggaggca ctgagaccct gcgggaggcg 
300 

tgcgcggccc taggggaggg gaggggaggc agccgccact cgtgtccgcg gagagttggg 
360 

aggcggtcgg ttttgaaagg cggccagggg agctttgtgc tgaaccggga gggccagatt 
420 

tactccctcg ggccttccgg agtcgctgcc cgggaacgcg t 
461 

<210> 4054 
<211> 96 
<212> PRT 

<213> Homo sapiens 



<400> 4054 


























Met Arg Leu 


Cys 


Ser 


Pro Gly 


Ser 


Gin 


Pro 


Gly 


Thr 


Gin 


Asn 


Leu 


His 


1 




5 








10 










15 




Pro Gly Pro 


Arg 


Glu 


Tyr Arg 


Thr 


Pro 


Val 


Gly 


Thr 


Gly 


He 


He 


Pro 




20 








25 










30 






Arg Pro Gly 


Gly 


Thr 


Glu Thr 


Leu 


Arg 


Glu 


Ala 


Cys 


Ala 


Ala 


Leu 


Gly 


35 








40 










45 








Glu Gly Arg 


Gly 


Gly 


Ser Arg 


His 


Ser 


Cys 


Pro 


Arg 


Arg 


Val 


Gly 


Arg 


50 






55 










60 










Arg Ser Val 


Leu 


Lys 


Gly Gly Gin Gly Ser 


Phe 


Val 


Leu 


Asn 


Arg 


Glu 


65 






70 








75 










80 


Gly Gin He 


Tyr 


Ser 


Leu Gly 


Pro 


Ser 


Gly Val 


Ala 


Ala 


Arg 


Glu 


Arg 






85 








90 










95 





<210> 4055 
<211> 8458 
<212> DNA 

<213> Homo sapiens 
<400> 4055 

tgtacccgaa ggattgttgg ggtagatgga gctataaaag cactttgtaa tcgtttggtt 
60 

gtagttgaac ttaacaacag gactagcaga gacttacctg aacagtgtgt aaaggtatta 
120 
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ccagggaaaa ggaaggcagc tgcttggctt ccttctagaa gccccgggag cctttaacta 
660 

ccccagctcc cttcgtagtg tcactgtccc caccagggag gggccaggca cagtctgtgg 
720 

gtcatcaggc tcaggagaag ttctggacag ggtggctgac cttcatacag gcccaataaa 
780 

gagcccggcc caaacacagc acagccaaca ggatgacaaa tgcccaggct gcatagatgc 
840 

ctccatatcg ccgtgcatgc ttccatgtgc . caaaggcaag gccagtggca gtgactgcca 
900 

aaagcaagcc aagcaagaag cagcagatac atctcttacg tgggtatctg cgcccaatag 
960 

atgacacttt cctgcagtga ggacaacgtg ccaaagtgcg gtctgtgaac tctgtccaca 
1020 

gaaaagtatt cttgcaatgt ccacagataa ccctgacacc catgggttgg ggttctggac 
1080 

tcagaggtcc gggatgcaca ggccccaggt tgatgattct tttgcagtag ggccgagggc 
1140 

atgcaatccg ttgggatgtc actttgcaga taaggagaca gttacagggg catcgaacat 
1200 

attttttccc ctgggggtgc attcttgatt ggggtggctt cattgcagac accacatttg 
1260 

actacatgct gatgcatctt gccttccacg ttgatgagag attggcagac tcggcaggtg 
1320 

atcatagggg cactcccact gtccgggcta gttaagggtg aatagggggg tgggtcctcc 
1380 

ccaggcaaca cggctggatg cccctcggga aacgggggaa atgcctgggg cggggcatgt 
1440 . 

ttaccggctc cgtacggtgg tgcggagggg gtcaggcctc ccccgggccc agccccactc 
1500 

ccgccgggcc ccactaaacc gttgccgccc gcgccaccgt cgatgggctc agacagcagc 
1560 

ggggaacgct ctccatctcc gccatggccg ccaccgccgc ctcccgctca ggtcggcgat 
1620 

ccggctccct tcgcctctgc cgtcg 
1645 

<210> 4052 
<211> 93 
<212> PRT 

<213> Homo sapiens 
<400> 4052 

Gly Gly Gly Ser Ser Pro Gly Asn Thr Ala Gly Cys Pro Ser Gly Asn 

1 5 10 15 

Gly Gly Asn Ala Trp Gly Gly Ala Cys Leu Pro Ala Pro Tyr Gly Gly 

20 25 30 

Ala Glu Gly Val Arg Pro Pro Pro Gly Pro Ala Pro Leu Pro Pro Gly 

35 40 45 

Pro Thr Lys Pro Leu Pro Pro Ala Pro Pro Ser Met Gly Ser Asp Ser 

50 55 60 

Ser Gly Glu Arg Ser Pro Ser Pro Pro Trp Pro Pro Pro Pro Pro Pro 
65 70 75 80 

Ala Gin Val Gly Asp Pro Ala Pro Phe Ala Ser Ala Val 



3230 



WO 00/58473 PCT/US00/08621 



195 200 205 

Arg Gin Ser Leu Ala Asn Ala Asp His Thr Thr Leu Leu Leu Asn Cys 

210 215 220 

Tyr Thr Lys Leu Lys Asp Ser Ser Lys Leu Glu Glu Phe He Lys Lys 
225 230 235 240 

Lys Ser Glu Ser Glu Val His Phe Asp Val Glu Thr Ala He Lys Val 

245 250 255 

Leu Arg Gin Ala Gly Tyr Tyr Ser His Ala Leu Tyr Leu Ala Glu Asn 

260 265 270 

His Ala His His Glu Trp Tyr Leu Lys He Gin Leu Glu Asp He Lys 

275 280 285 

Asn Tyr Gin Glu Ala Leu Arg Tyr He Gly Lys Leu Pro Phe Glu Gin 

290 . 295 300 

Ala Glu Ser Asn Met Lys Arg Tyr Gly Lys He Leu Met His His He 
305 310 315 320 

Pro Glu Gin Thr Thr Gin Leu Leu Lys Gly Leu Cys Thr Asp Tyr Arg 

325 330 335 

Pro Ser Leu Glu Gly Arg Ser Asp Arg Glu Ala Pro Gly Cys Arg Ala 

340 345 350 

Asn Ser Glu Glu Phe He Pro He Phe Ala Asn Asn Pro Arg Glu Leu 

355 360 . 365 

Lys Ala Phe Leu Glu His Met Ser Glu Val Gin Pro Asp Ser Pro Gin 

370 375 380 

Gly He Tyr Asp Thr Leu Leu Glu Leu Arg Leu Gin Asn Trp Ala His 
385 390 395 400 

Glu Lys Asp 



<210> 4051 

<211> 1645 

<212> DNA 

<213> Homo sapiens 

<400> 4051 

tttttttttt tttttttttt ttttttagag tcatgacctt atttatttac aagcacagga 
60 

taagtcccta acctccccca aagactgagc aaccctaccc agcccagtta aatactgcaa 
120 

ctgggggggt aaaaaaggtc gggaggagga attaagggaa atacaggaat aggggaacat 
180 

atcccacatt aaatagttat atatatacac atcagttcct gtggttctgt acagagcagc 
240 

ggctgacccc acccccacag gacacaatgt ggggagagga gactgagggt actgaggcca 
300 

gagccaacct ctggtgaagt gcaatagcag cagcaaagtc ctaatggtgc acaagaggga 
360 

ggggaacccc cagggctacc cacccccacc ctgccctgga atgtgtaagg gacaggaatg 
420 

gctctcaggg agcacacagg aaggacaagg ctggaaccgt cttcagggcc cagttttaag 
480 

ggcaacgttt tgcctacttc accctagaca cagcaaccct tggaggaaag cagatggtca 
540 

gcagtgctct tatctgcccc tccaaaccta agtgagggcc tggttccttc ctacctctcc 
600 
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actgcctacc tgcagaccct gcaccgacaa tccctggcca atgccgacca taccaccctg 
660 

ctcctcaact gctataccaa gctcaaggac agctcgaagc tggaggagtt catcaagaaa 
720 

aagagtgaga gtgaagtcca ctttgatgtg gagacagcca tcaaggtcct ccggcaggct 
780 

ggctactact cccatgccct gtatctggcg gagaaccatg cacatcatga gtggtacctg. 
840 

aagatccagc tagaagacat taagaattat caggaagccc ttcgatacat cggcaagctg 
900 

ccttttgagc aggcagagag caacatgaag cgctacggca agatcctcat gcaccacata 
960 

ccagagcaga caactcagtt gctgaaggga ctttgtactg attatcggcc cagcctcgaa 
1020 

ggccgcagcg atagggaggc cccaggctgc agggccaact ctgaggagtt catccccatc 
1080 

tttgccaata acccgcgaga gctgaaagcc ttcctagagc acatgagtga agtgcagcca 
1140 

gactcacccc aggggatcta cgacacactc cttgagctgc gactgcagaa ctgggcccac 
1200 

gagaaggatc c 
1211 

<210> 4050 
<211> 403 
<212> PRT 

<213> Homo sapiens 
<400> 4050 

Xaa Leu Ser Asp Pro Ser Gin Asp Leu Gin Phe lie Val Ala Gly Asp 

1 5 10 15 

Glu Cys Val Tyr Leu Tyr Gin Pro Asp Glu Arg Gly Pro Cys Phe Ala 

20 25 30 

Phe Glu Gly His Lys Leu lie Ala His Trp Phe Arg Gly Tyr Leu lie 

35 40 45 

He Val Ser Arg Asp Arg Lys Val Ser Pro Lys Ser Glu Phe Thr Ser 

50 55 60 

Arg Asp Ser Gin Ser Ser Asp Lys Gin He Leu Asn He Tyr Asp Leu 
65 70 75 80 

Cys Asn Lys Phe He Ala Tyr Ser Thr Val Phe Glu Asp Val Val Asp 

85 90 95 

Val Leu Ala Glu Trp Gly Ser Leu Tyr Val Leu Thr Arg Asp Gly Arg 

100 105 110 

Val His Ala Leu Gin Glu Lys Asp Thr Gin Thr Lys Leu Glu Met Leu 

115 120 125 

Phe Lys Lys Asn Leu Phe Glu Met Ala He Asn Leu Ala Lys Ser Gin 

130 135 140 

His Leu Asp Ser Asp Gly Leu Ala Gin He Phe Met Gin Tyr Gly Asp 
145 150 155 160 

His Leu Tyr Ser Lys Gly Asn His Asp Gly Ala Val Gin Gin Tyr lie 

165 170 175 

Arg Thr He Gly Lys Leu Glu Pro Ser Tyr Val He Arg Lys Phe Leu 

180 185 190 

Asp Ala Gin Arg He His Asn Leu Thr Ala Tyr Leu Gin Thr Leu His 
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agagaaaatg ttatcaccaa gttgtcctca gtggatttgg tcattttttt ttcctatgac 
780 

ccttcaaagg cccgtgcttg ccttctaga 
809 

<210> 4048 
<211> 118 
<212> PRT 

<213> Homo sapiens 
<400> 4048 

Met Thr Lys Ser Thr Glu Asp Asn Leu Val He Thr Phe Ser Leu Phe 

15 10 15 

His Phe Lys Gly Val Leu Glu Trp Pro Phe Trp Thr Lys Leu Val Val 

20 25 30 

Val Ala He Gly Phe Thr Gly Gly Leu Val Phe Met Tyr Val Gin Cys 

35 40 45 

Lys Val Tyr Val Gin Leu Trp Arg Arg Leu Lys Ala Tyr Asn Arg Val 

50 55 60 

He Phe Val Gin Asn Cys Pro Asp Thr Ala Lys Lys Leu Glu Lys Asn 
65 70 75 80 

Phe Ser Cys Asn Val Asn Thr Asp He Lys Asp Ala Val Val Val Pro 

85 90 95 

Val Pro Gin Thr Gly Ala Asn Ser Leu Pro Ser Ala Glu Gly Gly Pro 

100 105 110 

Pro Glu Val Val Ser Val 
115 

<210> 4049 

<211> 1211 -v- • 

<212> DNA 

<213> Homo sapiens 

<400> 4049 

nncctaagtg acccttctca ggacctgcag ttcattgtgg ccggggatga gtgtgtctac 
60 

ttgtaccagc ctgatgaacg tgggccctgc ttcgcctttg agggccataa gctcattgcc 
120 

cactggttta gaggctacct tatcattgtc tcccgtgacc ggaaggtttc tcccaagtca 
180 

gagtttacca gcagggattc acagagctcc gacaagcaga ttctaaacat ctatgacctg 
240 

tgcaacaagt tcatagccta tagcaccgtc tttgaggatg tagtggatgt gcttgctgag 
300 

tggggctccc tgtacgtgct gacgcgggat gggcgggtcc acgcactgca ggagaaggac 
360 

acacagacca aactggagat gctgtttaag aagaacctat ttgagatggc gattaacctt 
420 

gccaagagcc agcatctgga cagtgatggg ctggcccaga ttttcatgca gtatggagac 
480 

catctctaca gcaagggcaa ccacgatggg gctgtccagc aatatatccg aaccattgga 
540 

aagttggagc catcctacgt gatccgcaag tttctggatg cccagcgcat tcacaacctg 
600 
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260 265 270 

Gin Glu Asn Gly Pro Val Cys Ser Leu Arg Asp Cys Leu Arg Ser Phe 

275 280 285 

Thr Asp Leu Glu Glu Leu Asp Glu Thr Glu Leu Tyr Met Cys His Lys 

290 295 300 

Cys Lys Xaa Lys Gin Lys Ser Thr Lys Lys Phe Trp He Gin Lys Leu 
305 310 315 320 

Pro Lys Val Leu Cys Leu His Leu Lys Arg Phe His Trp Thr Ala Tyr 

325 330 335 

Leu Arg Asn Lys Val Asp Thr Tyr Val Glu Phe Pro Leu Arg Gly Leu 

340 345 350 

Asp Met Lys Cys Tyr Leu Leu Asp Pro Glu Asn Ser Gly Pro Glu Ser 

355 360 365 

Cys Leu Tyr Asp Leu Ala Ala Val Val Val His His Gly Ser Gly Val 

370 375 380 

Gly Ser Gly His Tyr Thr Ala Tyr Ala Thr His Glu Gly Arg Trp Phe 
385 390 395 400 

His Phe Asn Asp Ser Thr Val Thr Leu Thr Asp Glu Glu Thr Val Val 

405 410 415 

Lys Ala Lys Ala Asn lie Leu Phe Tyr Val Glu His Gin Ala Lys Ala 

420 425 430 

Gly Ser Asp Lys Leu 
435 

<210> 4047 
<211> 809 
<212> DNA 

<213> Homo sapiens 
<400> 4047 

gcagttaaca ttacaaggcc ctagaagtaa tacacatcgc aattcaagtc tgtattcttg 
60 

aacttttccc ctgttactgt gaagaagagt atcatgggtc catttaatct ttgattactg 
120 

cctaaaagca ttcattgccc cagtagttct taattgtctt ggaaatcatt ctcttgcaaa 
180 

cttcacattt ccatatcata ctttacttta cgctattact tcatgggctc ctgggcattt 
240 

ggtctgtttg tgtttctcct ttcctctttg aacaaagtca ggaaaaatgt gtcagtagga 
300 

gaaaggagga gctgaaggga gtaaataatt caagatcact tctgtcattt gtagtggctg 
360 

agggctagaa agatattctt cggtgaagaa actcccaaca ggttccatca gactgataca 
420 

acttcagggg ggccaccctc tgcagatggc agtgaatttg cacctgtttg tggtacaggc 
480 

actaccacag catctttgat gtctgtgttt acattacatg agaagttctt ctccagtttt 
540 

ttggcagtgt ctgggcaatt ttgtacaaag atcacacggt tgtaggcctt cagcctgcgc 
600 

cacaactgaa catagacttt acactgtacg tacatgaaga caagacctcc tgtgaagcca 
660 

atggctacca caaccagttt tgtccaaaat ggccattcaa ggacaccttt gaaatgaaaa 
720 
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gttccttatt gtgaagagcg acacaactgc ctgctgcctt tccacagcta taatggacat 
1860 

caggttgact ctaaatcaag gatcatgtgt gcacaatact tgtggcccac aaaatttcac 
1920 

aatgactgct gaggaatcat tctttttgcc tgtaaaatat aacaaagggc atcattaagt 
1980 

agaccaggta attactgctt gtctctcaag gctgctgtct ttatcagcac taactaaata 
2040 

aatttgttgg ttcagttgta cttgtcctgc aaatacaaga attactctct ttgttggttt 
2100 

ttttggtttt ggggcatact tgtttgcggg gaggtaagat gggagtaaag accaaataca 
2160 

tgtaatgttt aaaaaaaatg ctgtgactcc ctgacatggt ataggtgtta ccagtga 
2217 

<210> 4046 

<211> 437 

<212> PRT 

<213> Homo sapiens 

<400> 4046 

Lys Lys Leu Arg lie Leu Lys Leu Arg Lys Ser Tyr Arg Cys Asp Asp 

1 5 10 15 

Phe Val Val Asn Asp Thr Lys Leu Gly Leu Val Gin Lys Val Arg Glu 

20 25 30 

His Leu Gin Asn Leu Glu Asn Ser Ala Phe Thr Ala Asp Arg His Lys 

35 40 45 

Lys Arg Lys Leu Leu Glu Asn Ser Thr Leu Asn Ser Lys Leu Leu Lys 

50 55 60 

Val Asn Gly. Ser Thr Thr Ala lie Cys Ala Thr Gly Leu Arg Asn Leu 
65 70 75 80 

Gly Asn Thr Cys Phe Met Asn Ala lie Leu Gin Ser Leu Ser Asn lie 

85 90 95 

Glu Gin Phe Cys Cys Tyr Phe Lys Glu Leu Pro Ala Val Glu Leu Arg 

100 105 110 

Asn Gly Lys Thr Ala Gly Arg Arg Thr Tyr His Thr Arg Ser Gin Gly 

115 120 125 

Asp Asn Asn Val Ser Leu Val Glu Glu Phe Arg Lys Thr Leu Cys Ala 

130 135 140 

Leu Trp Gin Gly Ser Gin Thr Ala Phe Ser Pro Glu Ser Leu Phe Tyr 
145 150 155 160 

Val Val Trp Lys lie Met Pro Asn Phe Arg Gly Tyr Gin Gin Gin Asp 

165 170 175 

Ala His Glu Phe Xaa Ala Leu Pro Phe Gly Pro Pro Thr Leu Gly Xaa 

180 185 190 

Phe Arg Ala Val Ser Thr Val Phe Pro Ala Gin Gin Phe Cys Arg Arg 

195 200 205 

He Leu Leu Cys Leu Gin Val Xaa Lys Cys Cys He Asn Gly Ala Ser 

210 215 220 

Thr Val Val Thr Ala He Phe Gly Gly He Leu Gin Asn Glu Val Asn 
225 230 235 240 

Cys Leu lie Cys Gly Thr Glu Ser Arg Lys Phe Asp Pro Phe Leu Asp 

245 250 255 

Leu Ser Leu Asp He Pro Ser Gin Phe Arg Ser Lys Arg Ser Lys Asn 
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gttaatgaca ccaagctggg actggtacag 
240 

aactcagctt tcacagctga caggcataag 
300 

aacagcaagt tattaaaagt aaatggaagc 
360 

aatttgggga acacatgttt catgaatgcc 
420 

ttttgctgtt atttcaaaga actgcccgcc 
480 

aggcggacat accacaccag gagccaaggg 
S40 

agaaagacac tctgtgcttt atggcaaggc 
600 . 

ttttatgttg tttggaagat tatgccaaac 
660 

gaattcnatg cgctaccttt tggaccacct 
720 

gtgtttcccg ctcagcaatt ctgcaggaga 
780 

tgcataaatg gagcatctac tgttgtcacg 
840 

gttaactgcc tcatatgtgg gacagaatct 
900 

ttagatattc caagtcagtt cagaagtaag 
960 

tgttcgttac gagattgtct tcgcagtttt 
1020 

ttatatatgt gccataaatg caaanagaaa 
1080 

aaactaccca aggtgctatg cttacatttg 
1140 

aataaagttg atacatacgt agaatttcca 
1200 

ctagatcctg agaacagtgg cccggagagc 
1260 

caccatggtt ccggggttgg ttctggacat 
1320 

tggttccact tcaatgacag tactgtaaca 
1380 

aaggctaaca tccttttcta cgtggaacac 
1440 

tacctcctcc aaatcatcat tcaccaacca 
1500 

atacttgata caagatttaa tttcattatg 
1560 

tttgtcaatg gtagtgactt actgaacatg 
1620 

agaaaacctc agcagatgtt ttgatttgct 
1680 

gtagttgtaa gaacttagtc ttatttgact 
1740 

cactttgagg cacatttaca tcaatgcttt 
1800 



aaagtcagag aacacttaca gaacttggaa 
aaaagaaaac ttttggaaaa ctcaacacta 
accactgcca tttgtgccac aggccttcgg 
atccttcagt cactcagtaa cattgagcag 
gtggagttaa ggaatgggaa aacagcagga 
gataacaatg tgtctttggt agaagagttt 
agccagactg catttagccc agagtcctta 
tttaggggct atcaacagca ggacgcccat 
acacttggan acttcagggc ggtttcaacg 
attctactct gtctgcaagt anacaagtgt 
gctatattcg gaggcattct ccaaaatgag 
agaaagtttg atccattcct agacctttca 
cgctctaaga atcaagaaaa tggaccagtt 
accgacttag aagaacttga tgagacagag 
caaaagtcca caaaaaagtt ttggattcaa 
aaaagatttc attggacagc atatttaaga 
ctgagaggcc tagacatgaa atgctactta 
tgcctgtatg acctcgccgc tgtggtggtg 
tacacagcat acgcaactca cgaaggccgc 
ctgactgacg aagagactgt ggtgaaggcg 
caggccaaag ctggatcgga taaactttaa 
taccagagaa acatttccag ttttccacaa 
cacttttcaa tttcctattt tggatttagt 
ggcaccaact aattttgttg ttgtt'ctacc 
gctttagttg taataattca atttttatag 
tttttatttt atgttaatgt tttcagttct 
tgttcctctc acatgctgaa agcaagatgt 
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gtgaagaaat cagaagagcg acctatgacc gcagaagaac ttagggagcg agaattcctt 
660 

gaacgaaagc ataggagaaa aaaacttgag acagatggaa aactacctcc aactgtgtcc 
720 

aaaaaggcac ctctcggacg gaag 
744 

<210> 4044 
<211> 219 
<212> PRT 

<213> Homo sapiens 
<400> 4044 

Met Cys Arg Lys Gly lie Val Gly Gin Trp Gly Leu Pro Lys Lys Asp 

1 5 10 15 

Pro Lys Val Lys Gly Val Gin Ser Ala Ala Val Gin Ala Phe Leu Lys 

20 25 30 

Arg Lys Glu Glu Glu Leu Arg Arg Lys Ala Leu Glu Glu Lys Arg Arg 

35 40 45 

Lys Glu Glu Leu Val Lys Lys Arg He Glu Leu Lys His Asp Lys Lys 

50 55 60 

Ala Arg Ala Met Ala Lys Arg Thr Lys Asp Asn Phe His Gly Tyr Asn 
65 70 75 80 

Gly He Pro He Glu Glu Lys Ser Lys Lys Arg Gin Ala Thr Glu Ser 

85 90 95 

His Thr Ser Gin Gly Thr Asp Arg Glu Tyr Glu Met Glu Glu Glu Asn 

100 105 110 

Glu Phe Leu Glu Tyr Asn His Ala Glu Ser Glu Gin Glu Tyr Glu Glu 

-115 120 125 

Glu Gin Glu Pro Pro Lys Val Glu Ser Lys Pro Lys Val Ser Leu Lys 

130 135 140 

Gly Ala Pro Pro Pro Met Asn Phe Thr Asp Leu Leu Arg Leu Ala Glu 
145 150 155 160 

Lys Lys Gin Phe Glu Pro Val Glu He Lys Val Val Lys Lys Ser Glu 

165 170 175 

Glu Arg Pro Met Thr Ala Glu Glu Leu Arg Glu Arg Glu Phe Leu Glu 

180 185 190 

Arg Lys His Arg Arg Lys Lys Leu Glu Thr Asp Gly Lys Leu Pro Pro 

195 200 205 

Thr Val Ser Lys Lys Ala Pro Leu Gly Arg Lys 
210 215 

<210> 4045 
<211> 2217 
<212> DNA 

<213> Homo sapiens 
<400> 4045 

ngtagctaca gtacatactg atgagtgaag aatggtttgc tttgggaata ttttcttagt 
60 

tcttcaagga catgatgtgg aagtcttgac ttgagtaact tcaatagcac taacaacagg 
120 

aattgaaaaa aacttagaat tttaaagctg agaaagagtt atcgctgtga tgattttgtg 
180 



3223 



WO 00/58473 PCT/US00/08621 



<213> Homo sapiens 
<400> 4042 

Asp Leu He Glu Glu Arg Ala He Tyr Phe Asp Gly Asp Phe Gly Gin 

1 5 10 15 

He Val Arg Tyr Gly Glu He Pro Ala Glu Leu Arg Ala Ala Ala Thr 

20 25 30 

Asp His Arg Gin Glu Leu He Glu Cys Val Ala Asn Ser Asp Glu Gin 

35 40 45 

Leu Gly Glu Met Phe Leu Glu Glu Lys He Pro Ser He Ser Asp Leu 

50 55 60 

Lys Leu Ala He Arg Arg Ala Thr Leu Lys Arg Ser Phe Thr Pro Val 
65 .70 75 80 

Phe Leu Gly Ser Ala Leu Lys Asn Lys Gly Val Gin Pro Leu Leu Asp 

85 90 95 

Ala Val Leu Glu Tyr Leu Pro Asn Pro Ser Glu Val Gin Asn Tyr Ala 

100 105 HO 

lie Leu Asn Lys Glu Asp Asp Ser Lys Glu Lys Thr Lys He Leu Met 

US' 12.0 125 

Asn Ser Ser Arg Asp Asn Ser His Pro Phe Val Gly Leu Ala Phe Lys 

130 135 140 

Leu Glu Val Gly Arg Phe Gly Gin Leu Thr Tyr Val Arg Ser Tyr Gin 
145 150 155 160 

Gly Glu Leu Lys Lys Gly Asp Thr lie Tyr Asn Thr Arg Thr Arg Lys 

165 170 175 

Lys Val Arg Leu Gin Arg Leu Ala Arg Met His Ala Asp Met Met 
180 185 190 

<210> 4043 

<211> 744 

<212> DNA 

<213> Homo sapiens 



<400> 4043 

nntgcctggc ccagtctctc ccgcctcggc 
60 

tagcttccaa gggacaaggt gtcaacaatg 
120 

ctcccaaaaa aagacccaaa agttaaaggt 
180 

aaaaggaaag aagaggagct gagacgaaaa 
240 

ctagtgaaaa agcgaattga gctcaaacat 
300 

acaaaggata atttccatgg ttacaatggg 
360 

caggcaacag aaagccatac cagccaagga 
420 

aatgaattcc tcgagtacaa tcacgcagag 
480 

cctcccaaag ttgaaagcaa accaaaggtc 
540 

ttcactgatt tactcaggct ggctgagaaa 
600 



ccaacatgga cttcagagaa attctcatga 
tgccgaaaag ggatagttgg ccagtggggc 
gtccaatcag cagctgtaca agcttttctt 
gccttagagg agaaaaggag aaaagaggaa 
gacaagaaag caagagctat ggccaagagg 
attcctattg aggaaaagtc aaagaagagg 
accgaccgag agtatgaaat ggaagaagag 
tcagagcagg agtatgagga agagcaagaa 
tcccttaaag gtgccccacc acccatgaac 
aagcagtttg aaccagtgga aatcaaggta 
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aaa 
1503 

<210> 4040 

<211> 100 

<212> PRT 

<213> Homo sapiens 

<400> 4040 

Lys Ser Leu Ala Ala Ala Arg Val Gly Glu Ala Pro Gly Glu Thr Pro 

1 5 10 15 

Thr Ala Gin Gly Leu Ser Lys Ala Glu Arg Gly Ala Leu Ala Arg Ala 

20 25 30 

Ser Leu Arg Val Ser Ala Gin Pro Gly Thr Cys Ser. Ser Ser Ala Ala 

35 40 45 

Ala Phe Pro Pro Leu Gly Pro Ala Pro Leu Ala Ala Pro Ala Arg Ser 

50 55 60 

Cys Asp Glu Ser Gly Pro Arg Gin Pro Asp Gly Arg Gly Gly Pro Ser 
65 70 75 80 

Trp Pro Thr Ala Ala Arg Arg Trp Ser Glu Pro Cys Ala Ala Ala Pro 
85 90 95 

Arg Arg Pro Trp 
100 

<210> 4041 
<211> 573 
<212> DNA 

<213> Homo sapiens . 
<400> 4041 

gatcttattg aggaacgagc catctatttt gatggagact ttggtcagat tgttcgatat 
60 

ggtgagattc cagctgaatt aagggcggcg gccactgacc accggcagga gctaattgaa 
120 1 

tgtgttgcca attcagatga acagcttggt gagatgtttc tggaagaaaa aatcccctcg 
180 

atttctgatt taaagctagc aattcgaaga gctactctga aaagatcatt tactcctgta 
240 

tttttgggaa gcgccttgaa gaacaaagga gttcagcctc ttttagatgc tgttttagaa 
300 

tacctcccaa atccatctga agtccagaac tatgctattc tcaataaaga ggatgactca 
360 

aaagagaaaa ccaaaatcct aatgaactcc agtagagaca attcccaccc atttgtaggc 
420 

ctggctttta aactggaggt aggtcgattt ggacaattaa cttatgttcg cagttatcag 
480 

ggagagctaa agaagggtga caccatctat aacacaagga caagaaagaa agtacggttg 
540 

caacggctgg ctcgcatgca tgccgacatg atg 
573 

<210> 4042 
<211> 191 
<212> PRT 
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<212> DNA 

<213> Homo sapiens 

<400> 4039 

gcgagcgccg ggaacgagca ccaccagggc tggagcggac ggctttagaa gagcctagct 
60 

gctgcgcgcg tcggagaggc tcctggggaa actcccacgg cccagggact ttcgaaagca 
120 

gagcgaggag ccctcgcacg cgctagtctg cgagtgagcg ctcagcccgg cacctgttcc 
180 

tccagcgccg ccgccttccc acccctcgga cccgcgccgc tcgcggcgcc cgcccgttcc 
240 

tgcgatgaat ccggccctag gcaaccagac ggacgtggcg ggccttcctg gccaacagca 
300 

gcgaggcgct ggagcgagcc gtgcgctgct gcacccaggc gtccgtggtg accgacgacg 
360 

gcttcgcgga gggaggcccg gacgagcgta gcctgtacat aatgcgcgtg gtgcagatcg 
420 

cggtcatgtg cgtgctctca ctcaccgtgg tcttcggcat cttcttcctc ggctgcaatc 
480 

tgctcatcaa gtccgagggc atgatcaact tcctcgtgaa ggaccggagg ccgtctaagg 
540 

aggtggaggc ggtggtcgtg gggccctact gacccgccct ctgcccccgc ggcaaccgct 
600 

cccacgcctg cccactttgc tagcccggct gtgcccctca ctatcagaga ctgggcgaag 
660 

caaacctgtc ggagtcaatt atttctctcg acttcggcct ttcggaaaga agcgaccggt 
720 

ttctccctcg ccctctgaaa gtcctcatgc ctggcagtcg gaggagagcg cccagactct 
780 

gaactcagca gaaagtggca agaagagggc gattagggcg cagaactttg gaagctgcta 
840 

cttacttgga atgcggggag accgacggtg cgaaggccct tctccacccg caggtgggcc 
900 

aagctctggg ggcaggtgga gagggcgggc aggggagaga cccagcggca ctgatcgcct 
960 

tgtgaccgga agagtgacct gttaaaagcc acgcagcaga ctcatggggt ctcacaaatc 
1020 

cgtgtccggg tgcgctccca ctcttctcct gctccccccc tgcccctgga ggggaggggc 
1080 

gataaatacc tttgattgta acgtgccgtt ttaagaggtt ttgtgtttgt ttgcttgaat' 
1140 

acaaatgttt gataagtctt tttctgcccc agtggcctgt ttgcctgcct gaggagttac 
1200 

agttttgtca ttgtggaaga aggggtgggg ggagggggag cctgcgaatt tgaacggggt 
1260 

gagttgtttc ttttagtgca tttcccactg ggtcttttgg gaggcgtcta gcgttcctgc 
1320 

tggccctggg acaaagaccc agaatagaac tcgtagctcg tgactgcacg gtttacgcca 
1380 

caaaagtgct cttgacatcc gtgacaccgt tttgactttt tgtttttttc ttatttaaca 
1440 

tttccttaat aaatgcaaca tttaagcgtt aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1500 
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tttttttttt ttttttttgg 
60 

tcatcataaa ggtcttcatt 
120 

ggaggagaag gggttggtct 
180 

tacgtggacc tgtagccagg 
240 

tggaatgatg cctttacaca 
300 

tccctttcca gggttccagc 
360 

agatacaact gcatggctcc 
420 

aagcccagca aaccactgag 
480 

atggtggccc cggctgtcca 
540 

caggggctgg ccctgacaat 
600 

ccattcaaca tcaccgagct 
660 

agctttgttc tggatttttc 
720 

caggccgacc acgtctgcct 
741 



aaagagaaaa tatatttact 
ctcatcctct tcacgttgag 
tgctgtctca gggcggcaga 
tgggcataga taaaaggaaa 
tctgtctgat ctgattgctc 
ctgttcatct agccccatga 
ttccttgcgc caagagaggt 
gccttgtatt cagctgagca 
ggagaagaag gtgaaaaagc 
ggtcaaagtg ttctcggaat 
cctagacaac attgtgagct 
ccagccctct gcagattact 
t " 



attcattaag tggatgcggg 
taggctgagg aggaggaaga 
ggcagaagag aatctgagca 
tattgtttgc cagtccctgc 
cactgttttc tgacttctct 
tggctgtgga catcgagtac 
ttgcctttaa gatctcacca 
gcaagaatga agccagtgga 
gggtgtcctt cgcagacaac 
tcgatgaccc gctagatatg 
tgacgacagc agagagcgag 
tagactttag aaatcgactt 



<210> 4038 

<211> 134 

<212> PRT 

<213> Homo sapiens 



<400> 4038 



Met Ala 


Val 


Asp 


lie Glu Tyr Arg 


Tyr 


Asn 


Cys 


Met 


Ala 


Pro 


Ser 


Leu 


1 






5 






10 










15 




Arg Gin 


Glu 


Arg 


Phe Ala Phe 


Lys 


He 


Ser 


Pro 


Lys 


Pro 


Ser 


Lys 


Pro 






20 






25 










30 






Leu Arg 


Pro 


Cys 


lie Gin Leu 


Ser 


Ser 


Lys 


Asn 


Glu 


Ala 


Ser 


Gly 


Met 




35 






40 










45 








Val Ala 


Pro 


Ala 


Val Gin Glu 


Lys 


Lys 


Val 


Lys 


Lys 


Arg 


Val 


Ser 


Phe 


50 






55 










60 










Ala Asp 


Asn 


Gin 


Gly Leu Ala 


Leu 


Thr 


Met 


Val 


Lys 


val 


Phe 


Ser 


Glu 


65 






70 








75 










80 


Phe Asp 


Asp 


Pro 


Leu Asp Met 


Pro 


Phe 


Asn 


He 


Thr 


Glu 


Leu 


Leu 


Asp 








85 






90 










95 




Asn lie 


Val 


Ser 


Leu Thr Thr 


Ala 


Glu 


Ser 


Glu 


Ser 


Phe 


Val 


Leu 


Asp 






100 






105 










110 






Phe Ser 


Gin 


Pro 


Ser Ala Asp Tyr 


Leu 


Asp 


Phe 


Arg 


Asn 


Arg 


Leu 


Gin 




115 






120 










125 








Ala Asp 


His 


Val 


Cys Leu 





















130 



<210> 4039 
<211> 1503 
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50 55 60 

Gin Ala Pro Gly Ala Ala Cys Gin Asp Gin Thr Gly Gly Leu Ala Pro 
65 70 75 80 

Pro Pro Ala Met Cys Gly Glu Arg Ala Ser Pro Ser Gin Ser 
85 90 

<210> 4035 
<211> 343 
<212> DNA 

<213> Homo sapiens 
<400> 4035 

nnncttaata gcagtgttat ggaattccat gtgaggcaca aacattcaga caatcctagc 
60 

aatgttctgg aatcctatgt gagggacaaa cattcagacc ccagcagcaa tgttctggaa 
120 

tcctatggga gggacaaact ctcagaaaat agcaagagta ttttggaatc ctatctgagg 
180 

tataaacact cagaacctca tagcagtgtt caggaatcct atgtgaggga caaacattca 
240 

gaccacagca ggagcattct agaatcctat ttgaggaaca aacattcaga caatcgtagc 
300 

agtgttctgg aatccttttt ttttttgaag ctttcaatct ctt 
343 

<210> 4036 
<211> 114 
<212> PRT 

<213> Homo sapiens 



<400> 4036 



Xaa 


Leu 


Asn 


Ser 


Ser 


Val 


Met 


Glu 


Phe 


His Val Arg His 


Lys 


His 


Ser 


1 








5 










10 




15 




Asp 


Asn 


Pro 


Ser 


Asn 


Val 


Leu 


Glu 


Ser 


Tyr Val Arg Asp 


Lys 


His 


Ser 








20 










25 




30 






Asp 


Pro 


Ser 


Ser 


Asn 


Val 


Leu 


Glu 


Ser 


Tyr Gly Arg Asp 


Lys 


Leu 


Ser 






35 










40 




45 








Glu 


Asn 


Ser 


Lys 


Ser 


He 


Leu 


Glu 


Ser 


Tyr Leu Arg Tyr 


Lys 


His 


Ser 




50 










55 






60 








Glu 


Pro 


His 


Ser 


Ser 


Val 


Gin 


Glu 


Ser 


Tyr Val Arg Asp 


Lys 


His 


Ser 


65 










70 








75 






80 


Asp 


His 


Ser 


Arg 


Ser 


He 


Leu 


Glu 


Ser 


Tyr Leu Arg Asn 


Lys 


His 


Ser 










85 










90 




95 




Asp 


Asn 


Arg 


Ser 


Ser 


Val 


Leu 


Glu 


Ser 


Phe Phe Phe Leu 


Lys 


Leu 


Ser 








100 










105 




110 







He Ser 



<210> 4037 

<211> 741 

<212> DNA 

<213> Homo sapiens 

<400> 4037 
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305 310 315 320 

Gly Arg Lys Glu lie Thr Phe Pro Asp Gin Thr Val Lys Asn Leu Phe 

325 330 335 

Pro Asp Gly Gin Glu Glu Ser lie Phe Pro Asp Gly Thr lie Val Arg 

340 345 350 

Val Gin Arg Asp Gly Asn Lys Leu lie Glu Phe Asn Asn Gly Gin Arg 

355 360 365 

Glu Leu His Thr Ala Gin Phe Lys Arg Arg Glu Tyr Pro Asp Gly Thr 

370 375 380 

Val Lys Thr Val Tyr Ala Asn Gly His Gin Glu Thr Lys Tyr Arg Ser 
385 390 395 400 

Gly Arg lie Arg Val Lys Asp Lys Glu Gly Asn Val Leu Met Asp Thr 
405 410 415 

Glu Leu 



<210> 4033 

<211> 487 

<212> DNA 

<213> Homo sapiens 

<400> 4033 

acgcgtgaag ggacaacttc gcagagttcg gctactgctg acgcgcaggg agtaagcctc 
60 

gggttttgat gggatagcag acaggtggat tgcagagctc cggaaagacc cagccgggtg 
120 

tcaagaagag ccctcctagt ttggcctcta actggctgtg cgaccccagg caggtcactt 
180 

gtcctctctg ggaagcagct gaataatgaa cactgggatt ttcccaggct ggcttctcac 
240 

tgcagagcag aggaaaagca ttctgggggc ctgctatgga gggtcattta tccagtttac 
300 

aacttccacg gccggccctc aatggcttcc tttctctccc acaagagcgc tgggccaagc 
360 

cagctctgca ccagttggac gccttccaag aaaaactcag gctccggggg ctgcttgtca 
420 

ggaccagacg ggaggcctgg cgcccccgcc cgccatgtgt ggggagcggg cctctccaag 

480 t 

ccagtcc 

487 



<210> 4034 
<211> 94 
<212> PRT 

<213> Homo sapiens 
<400> 4034 

Met Asn Thr Gly lie Phe Pro Gly 

1 5 
Lys Ser lie Leu Gly Ala Cys Tyr 
20 

Thr Ser Thr Ala Gly Pro Gin Trp 

35 40 
Leu Gly Gin Ala Ser Ser Ala Pro 



Trp Leu Leu Thr Ala Glu Gin Arg 

10 15 
Gly Gly Ser Phe lie Gin Phe Thr 
25 30 
Leu Pro Phe Ser Pro Thr Arg Ala 
45 

Val Gly Arg Leu Pro Arg Lys Thr 
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ggtcggataa gagttaagga caaggagggt aatgtgctaa tggacacgga gctgtgacga 
1260 

tcctcatgtg atcatgaagt aacagtaact gactttttat gttaaaaaat gtacatttac 
1320 

tgtggattct gtttaattta ttgtgtatgt gtggggaaaa gattggattc taaaataaaa 
1380 

gtttaccctg tggcaaaaaa aaaaaa 
1406 

<210> 4032 
<211> 418 
<212> PRT 

<213> Homo sapiens 
<400> 4032 

Xaa Ala Glu Asn Ala Ser Leu Ala Lys Leu Arg He Glu Arg Glu Ser 

15 10 15 

Ala Leu Glu Lys Leu Arg Lys Glu He Ala Gly Phe Glu Gin Gin Lys 

20 25 30 

Ala Lys Glu Leu Ala Arg He Glu Glu Phe Lys Lys Glu Glu Met Arg 

35 40 ' 45 

Lys Leu Gin Lys Glu Arg Lys Val Phe Glu Lys Tyr Thr Thr Ala Ala 

50 55 60 

Arg Thr Phe Pro Asp Lys Lys Glu Arg Glu Glu He Gin Thr Leu Lys 
65 70 75 80 

Gin Gin lie Ala Asp Leu Arg Glu Asp Leu Lys Arg Lys Glu Thr Lys 

85 90 95 

Trp Ser Ser Thr His Ser Arg Leu Arg Ser Gin He Gin Met Leu Val 

100 105 HO 

Arg Glu Asn Thr Asp Leu Arg Glu Glu He Lys Val Met Glu Arg Phe 

115 120 125 

Arg Leu Asp Ala Trp Lys Arg Ala Glu Ala He Glu Ser Ser Leu Glu 

130 135 140 

Val Glu Lys Lys Asp Lys Leu Ala Asn Thr Ser Val Arg Phe Gin Asn 
145 150 155 160 

Ser Gin He Ser Ser Gly Thr Gin Val Glu Lys Tyr Lys Lys Asn Tyr 

165 170 175 

Leu Pro Met Gin Gly Asn Pro Pro Arg Arg Ser Lys Ser Ala Pro Pro 

180 185 . 190 

Arg Asp Leu Gly Asn Leu Asp Lys Gly Gin Ala Ala Ser Pro Arg Glu 

195 200 205 

Pro Leu Glu Pro Leu Asn Phe Pro Asp Pro Glu Tyr Lys Glu Glu Glu 

210 215 220 

Glu Asp Gin Asp He Gin Gly Glu He Ser His Pro Asp Gly Lys Val 
225 230 235 240 

Glu Lys Val Tyr Lys Asn Gly Cys Arg Val lie Leu Phe Pro Asn Gly 

245 250 255 ' 

Thr Arg Lys Glu Val Ser Ala Asp Gly Lys Thr He Thr Val Thr Phe 

260 265 270 

Phe Asn Gly Asp Val Lys Gin Val Met Pro Asp Gin Arg Val lie Tyr 

275 280 285 

Tyr Tyr Ala Ala Ala Gin Thr Thr His Thr Thr Tyr Pro Glu Gly Leu 

290 295 300 

Glu Val Leu His Phe Ser Ser Gly Gin lie Glu Lys His Tyr Pro Asp 
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115 

Pro Xaa Pro Pro Ala 
130 

Arg Asn Ser Val Pro 
145 

Xaa Pro Pro His Val 
165 



120 

Leu Ser Leu Glu Leu Gin 
135 

Pro Pro Pro Pro Pro Leu 
150 155 
Leu Ala His Ala 



125 

Pro Pro Pro Pro Gin 
140 

His Gly Pro Pro Gly 
160 



<210> 4031 

<211> 1406 

<212> DNA 

<213> Homo sapiens 



<400> 4031 
naagctgaga 
60 

ctcaggaaag 
120 

gagtttaaaa 
180 

actacagctg 
240 

cagcaaatag 
300 

cacagccgtc 
360 

gaaataaaag 
420 

agcagcctcg 
480 

agtcagattt 
540 

ggcaatccac 
600 

ggacaggctg 
660 

aaagaggagg 
720 

gaaaaggttt 
780 

gtgagtgcag 
840 

atgccagacc 
900 

ccggagggac 
960 

ggaagaaaag 
1020 

gaagaaagca 
1080 

atagagttta 
1140 

ccagatggca 
1200 



acgcatcttt 
aaattgcagg 
aggaggagat 
caagaacttt 
cagatttacg 
tcagaagcca 
tgatggaaag 
aggtggagaa 
cttcaggaac 
ctcgaagacc 
cctctcccag 
aggaagacca 
ataagaatgg 
atgggaagac 
aaagagtgat 
tggaagtctt 
aaatcacgtt 
ttttcccaga 
ataatggcca 
ctgttaaaac 



agctaaactt 
cttcgaacaa 
gaggaagcta 
tccagataaa 
ggaagatttg 
gatacaaatg 
attccgactg 
gaaggacaag 
ccaggtagaa 
caagtctgca 
ggagccactt 
agacatacag 
gtgccgtgtt 
catcactgtc 
ctactactat 
acatttctca 
tcctgaccag 
tggtacaatt 
aagagaacta 
cgtatatgca 



cgcattgaac 
cagaaagcaa 
caaaaggaac 
aaggaacgtg 
aaaagaaagg 
ttagtcagag 
gatgcctgga 
cttgcgaaca 
aaatacaaga 
cctcctcgtg 
gaaccactga 
ggagaaatca 
atactgtttc 
actttcttta 
gcagctgccc 
agtggacaaa 
actgttaaaa 
gtcagagtac 
catactgccc 
aacggtcatc 



gagaaagtgc 
aagaattagc 
gtaaagtttt 
aagaaataca 
agaccaaatg 
agaacacaga 
agagagcaga 
catctgttcg 
aaaattatct 
atttaggcaa 
acttcccaga 
gtcatcctga 
ccaatggaac 
atggtgacgt 
agaccactca 
tagaaaaaca 
acttatttcc 
aacgtgatgg 
agttcaagag 
aagaaacgaa 



cttggaaaaa 
tcgaatagaa 
tgaaaagtat 
gactttaaaa 
gtcaagtaca 
cctccgggaa 
agccatagag 
atttcaaaac 
tccaatgcaa 
tttggataag 
tcctgaatat 
tggaaaggtg 
tcgaaaggaa 
gaagcaggtc 
cacgacatac 
ttacccagat 
tgatggacaa 
caacaaactc 
acgggaatac 
gtacagatcc 
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cggccgcctg ttttgggtgg cgctggacct gctggacctg ctggacatgc aggccagcct 
60 

gtgggagccg ccgcgctccg ggctgccgct gtgggccgag ggcctcacct tcttctactg 
120 

ctacatgctg ctgctggtgc tgccgtgcgt ggcgctcagc gaggtcagca tgcagggcga 
180 

gcacatagcg ccgcagaaga tgatgctgta cccggtgctc agtctcgcca ccgtcaatgt 
240 

ggtgggccgt gctggcgcgc gccgccaaca tggcgctgtt ccgggacagc cgtgtctcgg 
300 

ccatcttcgt cggcaaaaac gtggtggcgc tcgccaccaa ggcctgcacc tnntcctgga 
360 

gtaccgccgc caggtgcgcg acttcccnng ccgcctgcgc tatcactgga gctgcagccg 
420 

ccacccccgc agcgcaactc ggtgccgccg ccgccgccgc cgctgcacgg cccgcctggg 
480 

ncgcccccac atgtcctcgc ccacgcgtga ccccctggac acgtgacagg gcccgcgcgg 
540 

cccccgacac gcccctgggg cgcagagaca ccgggttggc ttggggcgcg cggtttgcat 
600 

gggatggggt 99999^999^ tcccctaggg acaggtgcct cgagtgcccg tgcctggggt 
660 

cccgcggccg cttcttcatc tcaggaatct ctcggaccgc ggatcctcag cccccgctcc 
720 

accagcccgc cccagcgcgt gggtctgttt gggaggcctg ggccggagca gagcagaggt 
780 

gatccggccc ctgcctgctg ggccgcccgg gttggaaggg agggcagtgt gggcggagat 
840 

ctgctccttc ggtgggggcc tctggctcag atttggggcc aaggaggcct ctgtcatttt 
900 

aaagactcg 
909 

<210> 4030 
<211> 169 
<212> PRT 

<213> Homo sapiens 



<400> 4030 



Arg 


Pro 


Pro 


Val 


Leu 


Gly 


Gly 


Ala 


Gly 


Pro 


Ala Gly 


Pro 


Ala 


Gly 


His 


1 








5 










10 








15 




Ala Gly 


Gin 


Pro 


Val 


Gly 


Ala 


Ala 


Ala 


Leu 


Arg Ala 


Ala 


Ala 


Val 


Gly 








20 










25 








30 






Arg 


Gly 


Pro 


His' 


Leu 


Leu 


Leu 


Leu 


Leu 


His 


Ala Ala 


Ala 


Gly 


Ala 


Ala 






35 










40 








45 








Val 


Arg 


Gly 


Ala 


Gin 


Arg 


Gly 


Gin 


His 


Ala 


Gly Arg 


Ala 


His 


Ser 


Ala 




50 










55 








60 










Ala 


Glu 


Asp 


Asp 


Ala 


Val 


Pro 


Gly 


Ala 


Gin 


Ser Arg 


His 


Arg 


Gin 


Cys 


65 










70 










75 








80 


Gly Gly 


Pro 


Cys 


Trp 


Arg 


Ala 


Pro 


Pro 


Thr 


Trp Arg 


Cys 


Ser 


Gly 


Thr 










85 










90 








95 




Ala 


Val 


Ser 


Arg 


Pro 


Ser 


Ser 


Ser 


Ala 


Lys 


Thr Trp 


Trp 


Arg 


Ser 


Pro 








100 










105 








110 






Pro 


Arg 


Pro 


Ala 


Pro 


Xaa 


Pro 


Gly 


Val 


Pro 


Pro Pro 


Gly 


Ala 


Arg 


Leu 
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tttgaaagat gtgaagggga 
720 

ggcctgggcc gttctcatac 
780 

caggccagtg cttggcacag 
840 

tctgcggagt acagtgcatg 
900 

gggctgagga aagagcactg 
941 



ggtgaacaca cgcttcagcc 
ccccgggaac catatcttac 
agcagggact caggaagcct 
gggtcggctg ggacaccccc 
cgcttggagt cagtaagatc 



taaaacacta agtagatgca 
ccattgtatg tcgcagcttg 
ttgtcactaa agtaagagcc 
aggcagcaga tcctggtatt 
t 



<210> 4028 
<211> 236 
<212> PRT 
<213> Homo 



sapiens - 



<4Q0> 4028 

Ala Arg Gin Gly Thr Tyr lie Cys Glu He Arg Leu Lys Gly Glu Ser 

15 10 15 

Gin Val Phe Lys Lys Ala Val Val Leu His Val Leu Pro Glu Glu Pro 

20 25 30 

Lys Glu Leu Met Val His Val Gly Gly Leu He Gin Met Gly Cys Val 

35 40 45 

Phe Gin Ser Thr Glu Val Lys His Val Thr Lys Val Glu Trp lie Phe 

50 55 60 

Ser Gly Arg Arg Ala Lys Glu Glu He Val Phe Arg Tyr Tyr His Lys 
65 70 75 80 

Leu Arg Met Ser Ala Glu Tyr Ser Gin Ser Trp Gly His Phe Gin Asn 

85 90 95 

Arg Val Asn Leu Val Gly Asp He Phe Arg Asn Asp Gly Ser He Met 

100 105 110 

Leu Gin Gly Val Arg Glu Ser Asp Gly Gly Asn Tyr Thr Cys Ser He 

115 120 125 

His Leu Gly Asn Leu Val Phe Lys Lys Thr lie Val Leu His Val Ser 

130 135 140 

Pro Glu Glu Pro Arg Thr Leu Val Thr Pro Ala Ala Leu Arg Pro Leu 
145 150 155 160 

Val Leu Gly Gly Asn Gin Leu Val lie lie Val Gly He Val Cys Ala 

165 170 175 

Thr He Leu Leu Leu Pro Val Leu lie Leu He Val Lys Lys Thr Cys 

180 185 190 

Gly Asn Lys Ser Ser Val Asn Ser Thr Val Leu Val Lys Asn Thr Lys 

195 200 205 

Lys Thr Asn Pro Glu Met Lys Glu Lys Pro Cys His Phe Glu Arg Cys 

210 215 220 

Glu Gly Glu Val Asn Thr Arg Phe Ser Leu Lys His 
225 230 235 



<210> 4029 

<211> 909 

<212> DNA 

<213> Homo sapiens 



<400> 4029 
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100 105 HO 

Leu Arg Thr His Thr Gly Glu Lys Pro Tyr Glu Cys Lys Glu Cys Gly 

115 120 125 

Lys Ala Phe Arg Gin His Ser His Leu Val Thr His Gin Lys lie His 

130 135 140 

Thr Gly Glu Lys Pro Tyr Gin Cys Thr Glu Cys Gly Lys Ala Phe Arg 
145 150 155 160 

Arg Arg Ser Leu Leu He Gin His Arg Arg He His Ser Gly Glu Lys 

165 170 175 

Pro Tyr Glu Cys Lys Glu Cys Gly Lys Leu Phe He Trp Arg Thr Ala 

180 185 190 

Phe Leu Lys His Gin Ser Leu His Ala Gly Glu Lys Leu Glu Glu Cys 

195 200 205 

Glu Lys Xaa Pro Ser Ala Arg Met Arg Ser Leu Gly Glu Xaa Gin Lys 

210 215 220 

He His Gin Glu Glu Lys Ala Tyr Trp Cys Asn Gin Cys Gly Arg Ala 
225 230 235 240 

Phe Gin Gly Ser Ser Asp Leu He Gly His Gin Val Thr His Thr Gly 

245 250 255 

Glu Lys Pro Tyr Glu Cys Lys Glu Cys Gly Xaa Thr Phe Asn Gin Ser 

260 265 270 

Ser Asp Leu Leu Arg His His Arg He His Ser Gly Glu Lys Pro Tyr 

275 280 285 

Val Cys Asn Lys Cys Gly Lys Ser Phe Arg Gly Ser Ser Asp 
290 295 300 

<210> 4027 

<211> 941 

<212> DNA 

<213> Homo sapiens 

<400> 4027 

gcgcgccagg gaacctatat ctgtgaaatc cgcctcaaag gggagagcca ggtgttcaag 
60 

aaggcggtgg tactgcatgt gcttccagag gagcccaaag agctcatggt ccatgtgggt 
120 

ggattgattc agatgggatg tgttttccag agcacagaag tgaaacacgt gaccaaggta 
180 

gaatggatat tttcaggacg gcgcgcaaag gaggagattg tatttcgtta ctaccacaaa 
240 

ctcaggatgt ctgcggagta ctcccagagc tggggccact tccagaatcg tgtgaacctg 
300 

gtgggggaca ttttccgcaa tgacggttcc atcatgcttc aaggagtgag ggagtcagat 
360 

ggaggaaact acacctgcag tatccaccta gggaacctgg tgttcaagaa aaccattgtg 
420 

ctgcatgtca gcccggaaga gcctcgaaca ctggtgaccc cggcagccct gaggcctctg 
480 

gtcttgggtg gtaatcagtt ggtgatcatt gtgggaattg tctgtgccac aatcctgctg 
540 

ctccctgttc tgatattgat cgtgaagaag acctgtggaa ataagagttc agtgaattct 
600 

acagtcttgg tgaagaacac gaagaagact aatccagaga tgaaagaaaa accctgccat 
660 
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<400> 4025 

ttaagaactc acactggann gaaaccctat gaatgcaatc actgtgggaa agcatttagt 
60 

gatccctcat cccttagact gcatttgaga attcacactg gagaaaaacc ctatgaatgt 
120 

aaccagtgtt ttcacgtttt ccgcaccagt tgtaacctta aaagccacaa gaggattcac 
180 

acgggggaga atcaccatga atgtaatcag tgtggaaaag ctttcagcac aaggtcctct 
240 

ctcactgggc acaattgcat tcatacaggg gagaaacctt atgaatgtaa ggaatgtggg 
300 

aaaaccttta tgtataattc atcccttatt caacatctga gaactcatac tggagagaaa 
360 

ccctatgaat gtaaggagtg tgggaaagcc tttaggcaac attcacacct tgtcacacac 
420 

cagaaaatcc atactggaga gaagccctat cagtgcactg aatgtgggaa agccttcagg 
480 

cggcgttcac tccttattca acatcggaga attcatagtg gtgagaagcc ctatgaatgt 
540 

aaggaatgtg ggaagctctt catttggcgc acagctttcc tcaaacatca gagcctgcat 
600 

gctggagaga aacttgaaga atgtgagaaa nnaccttcag caaggatgag gagcttaggg 
660 

gagnagcaga aaattcacca agaagagaaa gcttattggt gtaatcagtg tggtagggct 
720 

ttccagggca gctcagacct catcggacat caggtaactc atacaggaga gaaaccatat 
780 

gaatgtaaag aatgtggana aactttcaat cagagctcag accttctgag acatcataga 
840 

attcacagtg gagaaaaacc ttatgtatgc aacaaatgtg ggaaatcttt taggggcagc 
900 

tcagatct 
908 

<210> 4026 
<211> 302 
<212> PRT 

<213> Homo sapiens 
<400> 4026 

Leu Arg Thr His Thr Gly Xaa Lys Pro Tyr Glu Cys Asn His Cys Gly 

15 10 15 

Lys Ala Phe Ser Asp Pro Ser Ser Leu Arg Leu His Leu Arg lie His 

20 25 30 

Thr Gly Glu Lys Pro Tyr Glu Cys Asn Gin Cys Phe His Val Phe Arg 

35 40 45 

Thr Ser Cys Asn Leu Lys Ser His Lys Arg lie His Thr Gly Glu Asn 

50 55 60 

His His Glu Cys Asn Gin Cys Gly Lys Ala Phe Ser Thr Arg Ser Ser 
65 70 75 80 

Leu Thr Gly His Asn Cys lie His Thr Gly Glu Lys Pro Tyr Glu Cys 

85 90 95 

Lys Glu Cys Gly Lys Thr Phe Met Tyr Asn Ser Ser Leu lie Gin His 
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1300 1305 1310 

Arg Val Ala Lys Glu Leu Asp Pro Arg Tyr Glu Asp Tyr Val Asp Gin 

1315 1320 1325 

His Tyr Lys Glu Phe Leu Lys Asn Gin Gly Lys Val Asp Ser Leu Val 

1330 1335 1340 

Gly Val Asp Val lie Ala Ala Leu Asp Leu Tyr Val Glu Gin Gly Gin 
1345 1350 1355 1360 

Trp Asp Lys Cys lie Glu Thr Ala Thr Lys Gin Asn Tyr Lys lie Leu 

1365 1370 1375 

His Lys Tyr Val Ala Leu Tyr Ala Thr His Leu lie Arg Glu Gly Ser 

1380 1385 1390 

Ser Ala Gin Ala Leu Ala Leu Tyr Val Gin His Gly Ala Pro Ala Asn 

1395 1400 1405 

Pro Gin Asn Phe Asn He Tyr Lys Arg He Phe Thr Asp Met Val Ser 

1410 1415 1420 

Ser Pro Gly Thr Asn Cys Ala Glu Ala Tyr His Ser Trp Ala Asp Leu 
1425 1430 1435 1440 

Arg Asp Val Leu Phe Asn Leu Ala Val Leu Ser Pro Ser Ser Ser Val 

1445 1450 1455 

Lys Thr Trp Lys Ser Ser Glu Ala Asn Ser Pro Ala His Glu Glu Phe 

1460 1465 1470 

Lys Thr Met Leu Leu He Ala His Tyr Tyr Ala Thr Arg Ser Ala Ala 

1475 1480 1485 

Gin Ser Val Lys Gin Leu Glu Thr Val Ala Ala Arg Leu Ser Val Ser 

1490 1495 1500 

Leu Leu Arg His Thr Gin Leu Leu Pro Val Asp Lys Ala Phe Tyr Glu 
1505 1510 1515 1520 

Ala Gly He Ala Ala Lys Ala Val Gly Trp Asp Asn Met Ala Phe He 

1525 1530 1535 

Phe Leu Asn Arg Phe Leu Asp Leu Thr Asp Ala He Glu Glu Gly Thr 

1540 1545 1550 

Leu Asp Gly Leu Asp His Ser Asp Phe Gin Asp Thr Asp He Pro Phe 

1555 1560 1565 

Glu Val Pro Leu Pro Ala Lys Gin His Val Pro Glu Ala Glu Arg Glu 

1570 1575 1580 

Glu Val Arg Asp Trp Val Leu Thr Val Ser Met Asp Gin Arg Leu Glu 
1585 1590 1595 1600 

Gin Val Leu Pro Arg Asp Glu Arg Gly Ala Tyr Glu Ala Ser Leu Val 

1605 1610 1615 

Ala Ala Ser Thr Gly Val Arg Ala Leu Pro Cys Leu He Thr Gly Tyr 

1620 1625 1630 

Pro He Leu Arg Asn Lys He Glu Phe Lys Arg Pro Gly Lys Ala Ala 

1635 1640 1645 

Asn Lys Asp Asn Trp Asn Lys Phe Leu Met Ala He Lys Thr Ser His 

1650 1655 1660 

Ser Pro Val Cys Gin Asp Val Leu Lys Phe He Ser Gin Trp Cys Gly 
1665 1670 1675 1680 

Gly Leu Pro Ser Thr Ser Phe Ser Phe Gin 
1685 1690 

<210> 4025 

<211> 908 

<212> DNA 

<213> Homo sapiens 
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86 5 






o / (J 








D / J 








PAD 


Met Tyr 


Thr 


Gin Ala 


Gly 


Arg 


Trp Glu 


Pi T» 


Til n 
AX3L 


rilS 


Lys Leu 


Ala 


riet. 






ODD 








oon 
07U 








oqe: 




Lys Cys 


Met 


Arg Pro 


Glu 


Asp 


vai ser 


vai 


Leu 


Tyr 


He Thr 


uin 


a j. a 






900 






one 














Gin Glu 


Met 


Glu Lys 


Gin 


Gly 


Lys Tyr 


Arg 


Glu 


Ala 


Glu Arg 


Leu 


Tyr 




915 
















one 
J ZD 






Val Thr 


Val 


Gin Glu 


Pro 


Asp 


Leu Ala 


lie 


Thr 


Met 


Tyr Lys 


Lys 


HIS 


930 








935 








940 








Lys Leu 


Tyr 


Asp Asp 


Met 


He 


Arg Leu 


Val 


Gly 


Lys 


His His 


Pro 


Asp 


945 






950 








955 








Q C f\ 


Leu Leu 


Ser 


Asp Thr 


His 


Leu 


His Leu 


Gly 


Lys 


Glu 


Leu Glu 


Ala 


Glu 






965 








970 








975 




Gly Arg 


.Leu 


Gin Glu 


Ala 


Glu 


Tyr His 


Tyr 


Leu 


Glu 


Ala Gin 


Glu 


Trp 






980 






98 5 








990 






Lys Ala 


Thr 


val Asn 


Met 


Tyr 


Arg Ala 


Ser 


Gly 


Leu 


Trp Glu 


Glu 


Ala 




995 








1000 








1005 






Tyr Arg 


Val 


Ala Arg 


Thr 


Gin 


Gly Gly 


Ala 


Asn 


Ala 


His Lys 


His 


Val 


1010 






1015 






1020 






Ala Tyr 


Leu 


Trp Ala 


Lys 


Ser 


Leu Gly 


Gly 


Glu 


Ala 


Ala Val 


Arg 


Leu 


1025 






1030 






1035 






1040 


Leu Asn 


Lys 


Leu Gly 


Leu 


Leu 


Glu Ala 


Ala 


Val 


Asp 


His Ala 


Ala 


Asp 






1045 






1050 






1055 


Asn Cys 


Ser 


Phe Glu 


Phe 


Ala 


Phe Glu 


Leu 


Ser 


Arg 


Leu Ala 


Leu 


Lys 






1060 






1065 






1070 




His Lys 


Thr 


Pro Glu 


Val 


His 


Leu Lys 


Tyr 


Ala 


Met 


Phe Leu 


Glu 


Asp 




1075 






1080 








1085 






Glu Gly Lys 


Phe Glu 


Glu 


Ala 


Glu Ala 


Glu 


Phe 


He 


Arg Ala Gly Lys 


1090 






1095 






1100 






Pro Lys 


Glu 


Ala Val 


Leu 


Met 


Phe Val 


His 


Asn 


Gin 


Asp Trp 


Glu 


Ala 


1105 






1110 






1115 






1120 


Ala Gin Arg Val Ala 


Glu 


Ala 


His Asp 


Pro 


Asp 


Ser 


Val Ala 


Glu 


Val 






1125 






1130 






1135 


Leu Val 


Gly Gin Ala Arg Gly Ala Leu 


Glu 


Glu 


Lys 


Asp Phe Gin Lys 






1140 






1145 






1150 




Ala Glu Gly Leu Leu 


Leu 


Arg 


Ala Gin Arg 


Pro Gly Leu Ala 


Leu 


Asn 




1155 






1160 








1165 






Tyr Tyr 


Lys 


Glu Ala 


Gly Leu Trp Ser Asp 


Ala 


Leu 


Arg He 


Cys 


Lys 


1170 






1175 






1180 






Asp Tyr Val 


Pro Ser 


Gin 


Leu 


Glu Ala 


Leu Gin Glu Glu Tyr Glu Arg 


1185 






1190 






1195 






1200 


Glu Ala Thr Lys Lys Gly Ala Arg Gly Val Glu Gly Phe Val 


Glu 


Gin 






1205 






1210 






1215 


Ala Arg His Trp Glu Gin Ala Gly Glu Tyr Ser Arg Ala Val Asp Cys 






1220 






1225 






1230 




Tyr Leu Lys Val Arg Asp Ser Gly Asn Ser Gly Leu Ala Glu 


Lys 


Cys 




1235 






1240 








1245 






Trp Met 


Lys 


Ala Ala 


Glu 


Leu 


Ser He Lys 


Phe 


Leu 


Pro Pro Gin Arg 


1250 






1255 






1260 






Asn Met 


Glu 


Val Val 


Leu 


Ala 


Val Gly Pro 


Gin 


Leu 


He Gly He 


Gly 


1265 






1270 






1275 






1280 


Lys His 


Ser 


Ala Ala 


Ala 


Glu 


Leu Tyr 


Leu 


Asn 


Leu Asp Leu 


Val 


Lys 






1285 






1290 






1295 


Glu Ala 


He Asp Ala 


Phe 


He Glu Gly Glu Glu Trp Asn Lys 


Ala 


Lys 



3209 



WO 00/58473 PCT/US00/08621 



435 440 445 

Glu Ser Cys Ser Lys Thr Met He Leu Asn Phe Cys Ser Tyr Met Gin 

450 455 460 

Trp Val Pro Gly Ser Asp Val Leu Val Ala Gin Asn Arg Asn Ser Leu 
465 470 475 480 

Cys Val Trp Tyr Asn He Glu Ala Pro Glu Arg Val Thr Met Phe Thr 

485 490 495 

He Arg Gly Asp Val He Gly Leu Glu Arg Gly Gly Gly Lys Thr Glu 

500 505 510 

Val Met Val Met Glu Gly Val Thr Thr Val Ala Tyr Thr Leu Asp Glu 

515 S20 525 

Gly Leu He Glu Phe Gly Thr Ala He Asp Asp Gly Asn Tyr He Arg 

530 535 540 

Ala Thr Ala Phe Leu Glu Thr Leu Glu Met Thr Pro Glu Thr Glu Ala 
545 550 555 560 

Met Trp Lys Thr Leu Ser Lys Leu Ala Leu Glu Ala Arg Gin Leu His 

565 570 575 

lie Ala Glu Arg Cys Phe Ser Ala Leu Gly Gin Val Ala Lys Ala Arg 

580 585 590 

Phe Leu His Glu Thr Asn Glu He Ala Asp Gin Val Ser Arg Glu Tyr 

595 600 605 

Gly Gly Glu Gly Thr Asp Phe Tyr Gin Val Arg Ala Arg Leu Ala Met 

610 615 620 

Leu Glu Lys Asn Tyr Lys Leu Ala Glu Met He Phe Leu Glu Gin Asn 
625 630 635 640 

Ala Val Glu Glu Ala Met Gly Met Tyr Gin Glu Leu His Arg Trp Asp 

645 650 . 655 

Glu Cys He Ala Val Ala Glu Ala Lys Gly His Pro Ala Leu Glu Lys 

660 665 670 

Leu Arg Arg Ser Tyr Tyr Gin Trp Leu Met Asp Thr Gin Gin Glu Glu 

675 680 685 

Arg Ala Gly Glu Leu Gin Glu Ser Gin Gly Asp Gly Leu Ala Ala He 

690 695 700 

Ser Leu Tyr Leu Lys Ala Gly Leu Pro Ala Lys Ala* Ala Arg Leu Val 
705 710 715 720 

Leu Thr Arg Glu "Glu Leu Leu Ala Asn Thr Glu Leu Val Glu His He 

725 730 735 

Thr Ala Ala Leu He Lys Gly Glu Leu Tyr Glu Arg Ala Gly Asp Leu 

740 745 750 

Phe Glu Lys lie His Asn Pro Glh Lys Ala Leu Glu Cys Tyr Arg Lys 

755 760 765 

Gly Asn Ala Phe Met Lys Ala Val Glu Leu Ala Arg Leu Ala Phe Pro 

770 775 780 

Val Glu Val Val Lys Leu Glu Glu Ala Trp Gly Asp His Leu Val Gin 
785 790 795 800 

Gin Lys Gin Leu Asp Ala Ala He Asn His Tyr He Glu Ala Arg Cys 

805 810 815 

Ser lie Lys Ala He Glu Ala Ala Leu Gly Ala Arg Gin Trp Lys Lys 

820 825 830 

Ala lie Tyr lie Leu Asp Leu Gin Asp Arg Asn Thr Ala Ser Lys Tyr 

835 840 845 

Tyr Pro Leu Val Ala Gin His Tyr Ala Ser Leu Gin Glu Tyr Glu He 

850 855 860 

Ala Glu Glu Leu Tyr Thr Lys Gly Asp Arg Thr Lys Asp Ala lie Asp 
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1 

He Gly Gin Thr 
20 

Trp Gly Asp Lys 
35 

Val Thr Cys Leu 
50 

Ala Glu Gly Lys 
65 

Thr He Tyr Gly 

Ser Gly Lys Gly 
100 

Tyr Phe Phe Asp 
115 

Asn His Pro Cys 
130 

Val Ala Ala Gly 
145 

His Met Leu Gin 

Phe Thr Thr Ala 
180 

Ser Tyr Asp Arg 
195 

Trp Glu Glu Ala 
210 

Ala Leu Ala Trp 
225 

Cys Gly Gly Val 

Lys Asn Lys Phe 
260 

Lys Asn Leu Ser 
275 

Tyr Glu Val Glu 
290 

Ala His Thr Ser 
305 

Leu Ser Glu He 

Phe Glu Asn Glu 
340 

Leu Val Glu Tyr 
355 

Phe Met Asn Pro 
370 

Arg Gly Thr Glu 
385 

Thr He Ala He 

Ser His Glu Ser 
420 

Lys Leu Leu Phe 



5 



Asp 


Asn He 


He 


Lys 


Val He 


Cys 






40 


Gin 


Trp Pro 


Ala 




55 




Val 


Arg Leu 


Ala 




70 




Thr 


Glu Ser Tyr 


85 






He 


Leu Ser Gly 


Asp 


Glu Gly Ser 






120 


Pro 


Pro Tyr 


Ala 




135 




Cys 


Asp Arg 


Lys 




150 




Thr 


Phe Asp 


Tyr 


165 






val 


Ser Ser 


Pro 


Leu 


Arg Val 


Phe 






200 


Lys 


Pro Lys 


Glu 




215 




Lys 


Arg Asp Gly 




230 




Glu 


Gin Phe 


Asp 


245 






Glu 


Leu Thr 


Tyr 


Ser 


Gly Thr Arg 






280 


Glu 


Val Lys 


He 




295 




Glu 


Thr Leu 


Leu 




310 




Ala 


Trp Gin Gly 


325 






Asn 


Val Cys 


Met 


Gly 


Asn Asn 


Asp 






360 


His 


Leu He 


Ser 




375 




Asp 


Asn Lys 


Lys 




390 




Val 


Asp Leu 


He 


405 






Arg 


Val Asp Trp 


Arg 


Asp Arg 


Lys 



10 

Tyr Val Tyr Lys 
25 

Asn Lys Phe He 

Glu Tyr He He 
60 

Asn Thr Lys Thr 
75 

Val Val Ser Leu 
90 

His Ala Asp Gly 
105 

Gly Glu Ser Gin 

Leu Ala Trp Ala 
140 

He Val Ala Tyr 
155 

Ser Arg Asp Pro 
170 

Gly Gly Gin Ser 
185 

Asn Trp He Pro 

He Thr Asn Leu 
220 

Ser Arg Leu Cys 
235 

Cys Cys Leu Arg 
250 

Val Gly Pro Ser 
265 

Val Val Leu Lys 

Leu Gly Lys Glu 
300 

Leu Gly Asp Leu 
315 

Ser Gly Gly Asn 
330 

He Phe Asn Ala 
345 

Thr Leu Gly Ser 

Val Arg He Asn 
380 

Leu Ala Tyr Leu 
395 

Gly Gly Tyr Asn 
410 

Leu Glu Leu Asn 
425 

Leu Arg Leu His 





15 




He Gly Glu 


Asp 


30 






Gin Thr 


Ser 


Ala 


45 






Val Phe Gly 


Leu 


Asn Lys 


Ser 


Ser 






80 


Thr Thr 


Asn 


Cys 




95 




Thr He 


Val 


Arg 


110 






Gly Lys 


Leu 


Val 


125 






Thr Asn 


Ser 


He 


Gly Lys 


Glu 


Gly 






160 


Gin Glu 


Arg 


Glu 




175 




Val Val 


Leu 


Gly 


190 






Arg Arg 


Ser 


He 


205 






Tyr Thr 


He 


Thr 


Val Gly Thr 


Leu 






240 


Arg Ser 


He 


Tyr 




255 




Gin Val 


He 


Val 


270 






Ser His 


Tyr 


Gly 


285 






Arg Tyr 


Leu 


Val 


Asn Thr 


Asn 


Arg 






320 


Glu Lys 


Tyr 


Phe 




335 




Gly Glu Leu 


Thr 


350 






Val Arg 


Thr 


Glu 


365 






Glu Arg Cys 


Gin 


He Asp 


He 


Lys 






400 


He Gly Thr 


Val 




415 




Glu Thr Gly 


His 


430 






Leu Tyr Asp 


He 
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aagcacagtg cagctgcaga gctctatctg 
3900 

gctttcatcg agggtgagga gtggaacaag 
3960 

aggtatgaag actatgtgga ccagcattat 
4020 

gactcgctgg tgggtgtgga tgtgatagct 
4080 

tgggacaagt gcattgaaac agctaccaag 
4140 

gctttgtatg caactcactt gatccgggag 
4200 

gtacagcacg gagcccctgc taacccacag 
4260 

gacatggtga gctctcctgg aaccaactgt 
4320 

cgagatgtcc tcttcaacct ggctgtgctg 
4380 

tccagtgagg caaactctcc agcccatgag 
4440 

tactatgcca cgcgctctgc agcccagagt 
4500 

ctttctgttt cactcttgcg tcacacccag 
4560 

gcaggcattg ctgccaaggc agttggctgg 
4620 

tttttggacc tgaccgatgc aatcgaggaa 
4680 

tttcaggata cagacattcc ctttgaggtg 
4740 

gctgagagag aagaggttcg agactgggtg 
4800 

caggttctgc ctcgggatga gcgtggcgcc 
4860 

ggtgttcgag ccctgccctg ccttattaca 
4920 

tttaagcggc cagggaaggc tgctaacaag 
4980 

aagacctccc acagcccagt gtgccaggac 
5040 ' 

gggctcccca gcaccagctt ttcctttcag 
5100 

ctctccctca ttaaagtttt ataaataaaa 
5160 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
5193 

<210> 4024 
<211> 1690 
<212> PRT 

<213> Homo sapiens 
<400> 4024 

Xaa Arg Val Lys Gly Met Ala Phe ; 



aatctggacc ttgtcaagga agcaatcgat 
gcgaagcgtg tagctaagga gttagatccc 
aaagagttcc tcaagaatca gggcaaagtg 
gctttggacc tgtatgtgga gcagggccag 
cagaactaca agattctgca caagtatgtg 
ggtagctctg cccaggcatt ggccctgtat 
aacttcaata tctacaaaag gatcttcact 
gccgaggcct atcatagctg ggctgatctt 
tctccctcct ctagtgtgaa aacctggaag 
gagttcaaga cgatgctgct gatcgctcat 
gtcaaacagc tggaaaccgt ggctgccagg 
ctactacctg tagacaaagc cttctatgaa 
gataacatgg cattcatctt cctcaatcgc 
gggactctag atggccttga ccactctgat 
ccactcccag ctaagcagca tgtaccggag 
cttacagtct ccatggacca gcggctggag 
tacgaggcct ccctagtggc agcgagcact 
ggatacccca ttctgaggaa caaaattgaa 
gacaactgga ataaattcct tatggccatc 
gtgctgaaat tcatcagtca gtggtgtgga 
tagttggtag agctgaggaa gagttagggc 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
aaa 



er Pro Asp Ser Thr Lys lie Ala 
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atcaaggggg aactctacga 
2280 

aaggccctgg agtgctaccg 
2340 

ttggccttcc cagtggaggt 
2400 

cagaagcagc ttgatgcagc 
2460- 

attgaggccg ccctgggtgc 
2520 

gaccggaaca ctgcatccaa 
2580 

gagtatgaga ttgctgagga 
2640 

atgtacaccc aggctggtcg 
2700 

ccagaagatg tgtcagtgct 
2760 

taccgtgagg ctgaaaggct 
2820 

tacaaaaagc acaagttgta 
2880 

ctcctcagtg atacacacct 
2940 

gaggctgagt accactacct 
3000 

gccagtgggc tttgggaaga 
3060 

cacaaacacg tggcctatct 
3120 

cttaataagc tgggactcct 
3180 

gaatttgcgt ttgaactctc 
3240 

aaatatgcta tgttcctgga 
3300 

agagctggta aacccaagga 
3360 

gctcagcgtg tggctgaggc 
3420 

gcccgggggg ccttggagga 
3480 

cagagaccag gcctggccct 
3540 

cgcatctgca aggactatgt 
3600 

gaagctacta agaagggggc 
3660 

gagcaggctg gagagtacag 
3720 

aacagcggcc tggcggagaa 
3780 

cctccccaac gtaatatgga 
3840 
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aagggcaggt 
taaaggcaac 
ggtgaaacta 
cattaatcac 
ccgccagtgg 
atactatcct 
gctctatact 
ttgggaacaa 
atacatcact 
atatgtgaca 
tgatgacatg 
acatctgggc 
cgaggcccag 
ggcctacagg 
gtgggcaaag 
ggaagctgct 
tcggctggcc 
ggatgagggt 
ggcagtcctc 
tcacgaccct 
gaaggacttt 
caattattat 
gcccagccag 
caggggtgtg 
ccgtgccgtg 
gtgctggatg 
agtcgttctg 



gatctctttg 
gcattcatga 
gaggaggcat 
tacatcgaag 
aagaaggcaa 
ctcgtggccc 
aagggagatc 
gcccacaagc 
caggcccagg 
gtacaagagc 
atccgcctgg 
aaggagctgg 
gaatggaagg 
gtggccagaa 
agcctgggag 
gttgaccacg 
ctcaagcaca 
aaattcgaag 
atgtttgtcc 
gacagtgtcg 
cagaaagcag 
aaggaggctg 
ctggaggctc 
gagggatttg 
gactgctacc 
aaggcagctg 
gctgtaggac 



agaagattca 
aagcggtaga 

ggggggacca 

ccaggtgctc 
tttatatatt 
aacactatgc 
ggacaaaaga 
tggcgatgaa 
aaatggagaa 
ctgatcttgc 
tagggaagca 
aggctgaagg 
caacagtgaa 
ctcaaggagg 
gagaggctgc 
ctgcagacaa 
aaacccccga 
aggctgaagc 
ataaccagga 
ccgaggtgct 
aagggctgct 
gattatggag 
tgcaggaaga 
tggaacaagc 
tcaaagtgcg 
aactctccat 
cccagctgat 



caatccacag 
gctggctcga 
cctggtgcag 
cattaaggca 
agatctacag 
atccctgcag 
tgccatagac 
atgcatgaga 
gcagggcaag 
catcaccatg 
ccatccagat 
ccgactacag 
catgtaccgg 
ggctaatgcc 
agttagactg 
ttgctccttt 
ggttcatctc 
tgaattcatc 
ttgggaggca 
tgtgggacag 
gctccgggcc 
tgacgctctg 
atatgagcgg 
tcgacactgg 
agactctgga 
caagtttctg 
tggaattgga 
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aactggatcc 
660 

tacaccatca 
720 

tgtggtgggg 
780 

gagttgacgt 
840 

gtggtgctca 
900 

cgttacttgg 
960 

cttagtgaga 
1020 

aatgtatgca 
1080 

accctgggtt 
1140 

gagaggtgtc 
1200 

actattgcta 
1260 

cgtgtggatt 
1320 

,cttcgtttgc 
1380 

tcctatatgc 
1440 

tgtgtatggt 
1500 

gttataggtc 
1560 

actgttgcct 
1620 

aactacatcc 
1680 

atgtggaaaa 
1740 

tgcttttctg 
1800 

gcagatcaag 
1860 

cgtctagcca 
1920 

gctgtggagg 
1980 

gtggctgaag 
2040 

ctgatggaca 
2100 

ctagcagcca 
2160 

ctgacccgag 
2220 



ctcgaagaag 
ctgccttggc 
tggaacagtt 
atgtgggacc 
agtcacacta 
tggctcacac 
tagcctggca 
tgatcttcaa 
ctgtacgcac 
agcgaggaac 
tagtggatct 
ggctggaact 
atctgtatga 
agtgggtccc 
acaacattga 
tggagcgggg 
acacattgga 
gggcaacagc 
ccttgagtaa 
ctttgggcca 
tatcccggga 
tgctggaaaa 
aggccatggg 
ccaaggggca 
cacagcaaga 
tcagcctcta 
aggaactgct 



catctgggaa 
ctggaagcgg 
tgactgctgc 
tagccaggtg 
tggctatgag 
atcagaaaca 
aggatctggt 
tgccggagag 
tgaattcatg 
agaagataat 
gattggtggc 
taatgagact 
tattgaaagc 
aggaagtgac 
ggcacctgag 
cgggggaaag 
tgagggcctc 
cttcttagag 
actggcacta 
agtagcaaaa 
atatggcgga 
gaactacaaa 
catgtaccag 
cccagccctg 
ggagcgagca 
cctcaaagct 
agccaacaca 



gaggcaaagc 
gatggctcac 
ctccgaagga 
attgtgaaga 
gtggaagagg 
ctgctgctgg 
ggcaatgaga 
ctaaccctgg 
aacccccacc 
aagaaattgg 
tacaacattg 
ggacacaagc 
tgctctaaga 
gtgctggtag 
agagtcacca 
accgaggtga 
atcgagtttg 
actctggaaa 
gaggcaaggc 
gctcgattcc 
gaaggaacag 
ctggctgaaa 
gagctacacc 
gagaagctac 
ggtgaactac 
gggctccctg 
gagctggtag 



ccaaggagat 
ggctctgtgt 
gtatttacaa 
acctgtcatc 
tgaaaatcct 
gggacctgaa 
agtatttctt 
tggaatatgg 
tcatcagtgt 
cttatcttat 
gcaccgtcag 
tcctcttcag 
caatgatcct 
ctcagaaccg 
tgttcactat 
tggtgatgga 
gaacagccat 
tgaccccaga 
aactacacat 
tgcatgagac 
acttttatca 
tgatcttttt 
gttgggatga 
gtcgtagtta 
aggagagcca 
ccaaagctgc 
aacacatcac 



taccaattta 
gggcacacta 
gaacaagttt 
aggaacccga 
aggaaaggaa 
cactaatcgg 
tgaaaatgag 
gaataatgac 
tcgtattaat 
tgatattaag 
ccatgagagc 
ggaccggaaa 
caacttctgc 
aaacagtctg 
taggggtgat 
aggtgtgact 
tgatgatggc 
aacagaggca 
tgcggagagg 
caatgagatt 
ggtccgagca 
ggaacagaat 
gtgtatcgct 
ctaccagtgg 
aggggatggg 
tcggctggtg 
tgcagccctt 
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675 680 685 

Gly Asp Asp Ser Pro Val Val Ser Leu Thr Val Pro Ser Thr Ser Pro 

690 695 700 

Pro Ser Ser Ser Gly Leu Ser Arg Asp Ala -Thr Ala Thr Pro Pro Ser 
705 710 715 720 

Ser Pro Ser Met Ser Ser Ala Leu Ala lie Val Gly Ser Pro Asn Ser 

725 730 735 

Pro Tyr Gly Asp Val lie Gly Leu Gin Val Asp Tyr Trp Leu Gly His 

740 745 750 

Pro Gly Glu Arg Arg Arg Glu Gly Asp Lys Arg Asp Ala Ser Ser Lys 

755 760 765 

Asn Thr Leu Lys Ser Val Phe Arg Ser Val Gin Val Ser Arg Leu Pro 

770 775 780 

His Ser Gly Glu Ala Gin Leu Ser Gly Thr Met Ala Met Thr Val Val 
785 790 795 800 

Thr Lys Glu Lys Asn Lys Lys Val Pro Thr lie Phe Leu Ser Lys Lys 

805 810 815 

Pro Arg Glu Lys Glu Val Asp Ser Lys Ser Gin Val lie Glu Gly lie 

820 825 830 

Ser Arg Leu lie Cys Ser Ala Lys Gin Gin Gin Thr Met Leu Arg Val 

835 840 845 

Ser He Asp Gly Val Glu Trp Ser Asp He Lys Phe Phe Gin Leu Ala 

850 855 860 

Ala Gin Trp Pro Thr His Val Lys His Phe Pro Val Gly Leu Phe Ser 
865 870 875 880 

Gly Ser Lys Ala Thr 
885 

<210> 4023 

<211> 5193 

<212> DNA 

<213> Homo sapiens 

<400> 4023 

nnacgcgtga agggcatggc tttttctcct gattccacta aaattgccat aggacagact 
60 

gacaacatca tctatgtcta caagattgga gaagattggg gtgacaagaa agtcatctgc 
120 

aacaagttca tccagacgag tgctgtcact tgtctgcaat ggccggcaga atacatcatt 
180 

gtctttggac tggctgaagg gaaggttcgt ttagcaaaca ccaaaactaa taaatcatct 
240 

accatctatg ggacagagtc ttacgtggtg tccctgacaa caaattgctc tgggaaagga 
300 

attctctctg gtcatgcaga tggtaccatc gttaggtatt tctttgatga tgaaggctct 
360 

ggagagtcac aggggaagtt ggttaaccac ccgtgtccac cctatgcctt ggcatgggca 
420 

accaatagca tcgtggctgc aggctgtgat cggaaaattg tagcctatgg aaaagaaggt 
480 

cacatgctac aaacttttga ttatagccgt gaccctcagg agcgggagtt caccacagct 
540 

gtatcaagtc ctgggggcca gtctgttgtg ctaggaagtt atgacaggct tcgggtgttc 
600 
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245 250 255 

Val Ala Leu Leu Lys Arg Phe Lys Val Ser Asp Glu Val Gly Phe Gly 

260 265 270 

Leu Glu His Val Ser Arg Glu Gin lie Arg Glu Val Glu Glu Asp Leu 

275 280 285 

Asp Glu Leu Tyr Asp Ser Leu Glu Met Tyr Asn Pro Ser Asp Ser Gly 

290 295 300 

Pro Glu Met Glu Glu Thr Glu Ser lie Leu Ser Thr Pro Lys Pro Lys 
305 310 315 320 

Leu Lys Pro Phe Phe Glu Gly Met Ser Gin Ser Ser Ser Gin Thr Glu 

325 330 335 

lie Gly Ser Leu Asn Ser Lys Gly Ser Leu Gly Lys Asp Thr Thr Ser 

340 34S 350 

Pro Met Glu Leu Ala Ala Leu Glu Lys He Lys Ser Thr Trp He Lys 

355 360 365 

Asn Gin Asp Asp Ser Leu Thr Glu Thr Asp Thr Leu Glu He Thr Asp 

370 375 380 

Gin Asp Met Phe Gly Asp Ala Ser Thr Ser Leu Val Val Pro Glu Lys 
385 390 395 400 

Val Lys Thr Pro Met Lys Ser Ser Lys Thr Asp Leu Gin Gly Ser Ala 

405 410 415 

Ser Pro Ser Lys Val Glu Gly Val His Thr Pro Arg Gin Lys Arg Ser 

420 425 430 

Thr Pro Leu Lys Glu Arg Gin Leu Ser Lys Pro Leu Ser Glu Arg Thr 

435 440 445 

Asn Ser Ser Asp Ser Glu Arg Ser Pro Asp Leu Gly His Ser Thr Gin 

450 455 460 

He Pro Arg Lys Val Val Tyr Asp Gin Leu Asn Gin He Leu Val Ser 
465 470 475 480 

Asp Ala Ala Leu Pro Glu Asn Val He Leu Val Asn Thr Thr Asp Trp 

485 490 495 

Gin Gly Gin Tyr Val Ala Glu Leu Leu Gin Asp Gin Arg Lys Pro Val 

500 505 510 

Val Cys Thr Cys Ser Thr Val Glu Val Gin Ala Val Leu Ser Ala Leu 

515 520 525 

Leu Thr Arg He Gin Arg Tyr Cys Asn Cys Asn Ser Ser Met Pro Arg 

530 535 540- 

Pro Val Lys Val Ala Ala Val Gly Gly Gin Ser Tyr Leu Ser Ser He 
545 550 555 560 

Leu Arg Phe Phe Val Lys Ser Leu Ala Asn Lys Thr Ser Asp Trp Leu 

565 570 575 

Gly Tyr Met Arg Phe Leu He lie Pro Leu Gly Ser His Pro Val Ala 

580 _ 585 590 

Lys Tyr Leu Gly Ser Val Asp Ser Lys Tyr Ser Ser Ser Phe Leu Asp 

595 600 605 

Ser Gly Trp Arg Asp Leu Phe Ser Arg Ser Glu Pro Pro Val Ser Glu 

610 615 620 t 

Gin Leu Asp Val Ala Gly Arg Val Met Gin Tyr Val Asn Gly Ala Ala 
625 630 635 640 

Thr Thr His Gin Leu Pro Val Ala Glu Ala Met Leu Thr Cys Arg His 

645 650 655 

Lys Phe Pro Asp Glu Asp Ser Tyr Gin Lys Phe He Pro Phe He Gly 

660 665 670- 

Val Val Lys Val Gly Leu Val Glu Asp Ser Pro Ser Thr Ala Gly Asp 
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tctgagcccc tcattcctga ccgtccgtgt tctcaggagt ggttgaggac acagggcccc 
3840 

agcccagccc tctgcacccc ccagcccggc catctgcgcc ccacagcccc tttggagctt 
3900 

ttctcttgtc ctctcactcc ttcccagaag tttttgcaca gaacttcatt ttgaaagtgt 
3960 

ttttctcatt ctccatacct cccccaagct ctcctccagc ccttcccagg gctcagccct 
4020 

gctgtcctga gcgtctcctg ggccagagag aggagatggg ggtgggaggg actgagttga 
4080 

tgttgggttt ttcattcaat aaattggtga tttcttaccg aaaaaaaaaa aaaaaaaaaa 
4140 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
4200 

aaaaaaaaa 
4209 

<210> 4022 
<211> 885 
<212> PRT 

<213> Homo sapiens 
<400> 4022 

Met Gly Val Arg Gin Lys Ala Pro Pro Gly Gly Pro Gly Pro Gly Arg 

15 10 15 

Thr Pro Ala Pro Val Gin Met Asn Leu Tyr Ala Thr Trp Glu Val Asp 

20 25 30 

Arg Ser Ser Ser Ser Cys Val Pro Arg Leu Phe Ser Leu Thr Leu Lys 

35 40 45 

Lys Leu Val Met Leu Lys Glu Met Asp Lys Asp Leu Asn Ser Val Val 

50 55 60 

lie Ala Val Lys Leu Gin Gly Ser Lys Arg He Leu Arg Ser Asn Glu 
65 70 75 80 

He Val Leu Pro Ala Ser Gly Leu Val Glu Thr Glu Leu Gin Leu Thr 

85 90 95 

Phe Ser Leu Gin Tyr Pro His Phe Leu Lys Arg Asp Ala Asn Lys Leu 

100 105 110 

Gin He Met Leu Gin Arg Arg Lys Arg Tyr Lys Asn Arg Thr He Leu 

115 120 125 

Gly Tyr Lys Thr Leu Ala Val Gly Leu He Asn Met Ala Glu Val Met 
130 135 140 

. Gin His Pro Asn Glu Gly Ala Leu Val Leu Gly Leu His Ser . Asn Val 
145 150 155 160 

Lys Asp Val Ser Val Pro Val Ala Glu He Lys He Tyr Ser Leu Ser 

165 170 175 

Ser Gin Pro He Asp His Glu Gly He Lys Ser Lys Leu Ser Asp Arg 

130 185 190 

Ser Pro Asp lie Asp Asn Tyr Ser Glu Glu Glu Glu Glu Ser Phe Ser 

195 200 205 

Ser Glu Gin Glu Gly Ser Asp Asp Pro Leu His Gly Gin Asp Leu Phe 

210 215 220 

Tyr Glu Asp Glu Asp Leu Arg Lys Val Lys Lys Thr Arg Arg Lys Leu 
225 230 235 240 

Thr Ser Thr Ser Ala lie Thr Arg Gin Pro Asn lie Lys Gin Lys Phe 
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tccccatcta tgagcagcgc cctggccatc gtggggagcc ctaatagccc atatggggac 
2220 

gtgattggcc tccaggtgga ctactggctg ggccaccccg gggagcggag gagggaaggc 
2280 

gacaagaggg acgccagctc gaagaacacc ctcaagagtg tcttccgctc agtgcaggtg 
2340 

tcccgcctgc cccatagtgg ggaggcccag ctttctggca ccatggccat gactgtggtc 
2400 

accaaagaaa agaacaagaa agttcccacc atcttcctga gcaagaaacc ccgagaaaag 
2460 

gaggtggatt ctaagagcca ggtcattgaa ggcatcagcc gcctcatctg ctcagccaag 
2520 

cagcagcaga ctatgctgag agtgtccatc gatggggtcg agtggagtga catcaagttc 
2580 

ttccagctgg cagcccagtg gcccacccat gtcaagcact ttccagtggg actcttcagt 
2640 

ggcagcaagg ccacctgagg ccctgtctcc cagccacttt ccctcctggc actgccacca 
2700 

gcctcaccgc ctgcgggcag ggggaggcca gcaggcccgg gcccagcacc ccttccctgg 
2760 

caccagggtc tgcctctcac tcgcccaggt cccgaaggac actgccacag ggacgccttc 
2820 

cctcccctcc cctccagccc acccctgcac agcccctcct ccttcccgct tttccccttc 
2880 

tccctcctgc tccaggccca aggcgtgttg gttttgcctt ctggtgccca tagtcccctg 
2940 

gactgagtcc cccaggcctt ccttcacccg acttccaaac tcttccttgt ggtatcagtt 
3 000 

tccttctcgg aaatgagaaa gctggaatcc tggtccccag caggagagcc tagtcctccc 
3060 

ccagcccctc cagccaccag ggtgtcctct aggatgcagc tgccagatcc actcactctg 
3120 

ctgcctccag caggacccaa ggccactttc aactcttatg gggttctcca cctgccccag 
3180 

agcttctcaa gggagggtaa gggggcaccc tgagcccaca ggacccctac ttcacagctc 
3240 

acaggggcag gaggcagctc ccctgcctcc aggaccctgt tgctatggtg acacagcgtt 
3300 

tctaggacag .aggggcctcc cagtctcccc ccaccacccg tgcacgactt cctcaccacc 
3360 

cccaggttcc ctgcagatgt cgtgtgtgtc ctgagtgttt ctttggttct ttgcacgcca 
3420 

agtctcttgg ttgtaccatg tgacacaccc tgtgcactgg tcgctgtctt cgtggcttcc 
3480 

acccttgtta atgatgctcc tgcctctgcc tcccagcccc tcacccagca cagctctgcc 
3540 

tggacttgga gagatgggag gcagaccccc accaccatac atgctgtctg tggcccctca 
3600 

gacattctgt ttcatctccc attcatctcc ctcctcccac cgtgtcagtt tttctgcctt 
3660 

tccctgctct gttcttcccc ctccttaggc cccagcctgg gcccagaccc atcctcccag 
3720 

ccaggtttcc ctccagcagg ctccttccct ccctgtcacc tccctctcac caacccgggg 
3780 
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gaccatgaag gaatcaaatc 
600 

gaggaagagg aagagagttt 
660 

caggacttgt tctacgaaga 
720 

acctcaacct ctgccatcac 
780 

aagcggttta aagtttcaga 
840 

atccgggaag tggaagagga 
900 

agcgacagtg gccctgagat 
960 

ctcaagcctt tctttgaggg 
1020 

aacagcaaag gcagcctcgg 
1080 

aaaattaaat ctacttggat 
1140 

gaaatcactg accaggacat 
1200 

gtcaaaactc ccatgaagtc 
1260 

gtggaggggg tgcacacacc 
1320 

tccaagcccc taagtgagag 
1380 

cacagcacgc agattccaag 
1440 

gatgcagccc tcccagaaaa 
1500 

gtggctgagc tgctccagga 
1560 

gtccaggccg tgctgtccgc 
1620 

tccatgccga ggccagtgaa 
1680 

ctcaggttct ttgtcaagtc 
1740 

ttcctcatca tccccctcgg 
1800 

aaatacagta gttccttcct 
1860 

ccagtgtcag agcaactgga 
1920 

acgacacacc agcttcccgt 
1980 

gaagactcct atcagaagtt 
2040 

gactctccct ccacagcagg 
2100 

tccacatcac caccctccag 
2160 



caagctttct gatcgttctc 
ctcatcagaa caggaaggca 
cgaagatctc cggaaagtga 
aaggcaacct aacatcaaac 
tgaggtgggc tttgggctgg 
cttggatgaa ttgtatgaca 
ggaggagaca gaaagcatcc 
gatgtcgcag tccagctccc 
aaaagacacc accagcccta 
taaaaaccaa gatgacagct 
gtttggagat gccagcacga 
cagtaaaacg gatctccagg 
ccggcagaag aggagcacgc 
gaccaacagt tccgacagcg 
aaaggtggtg tatgaccagc 
tgtcattctg gtgaacacca 
ccagcggaag cctgtggtgt 
cctgctcacc cggatccagc 
ggtggctgct gtgggaggcc 
cctggccaac aagacctccg 
ttctcaccct gtggccaaat 
ggattctggt tggagagatc 
cgtggcaggg cgggtgatgc 
ggccgaagcc atgctgactt 
tattcccttc attggcgtgg 
cgatggggac gattctcctg 
ctcgggcctg agccgagacg 



ctgatattga caattattct 
gtgatgatcc attgcatggg 
agaagacccg gaggaaacta 
agaagtttgt ggccctcctg 
agcatgtgtc ccgcgagcag 
gtctggagat gtacaacccc 
tcagcacgcc aaagcccaag 
agacggagat tggcagcctc 
tggaattggc tgctctagaa 
tgactgaaac agacactctg 
gtctggttgt gccggagaaa 
gctctgcctc ccccagcaaa 
ccctgaagga gcggcagctc 
agcgctcccc agatctgggc 
tcaatcagat cctggtgtca 
ctgactggca gggccagtat 
gcacctgctc caccgtggag 
gctactgcaa ctgcaactct 
agagctacct gagctccatc 
actggcttgg ctacatgcgc 
acttggggtc agtcgacagt 
tgttcagtcg ctcggagcca 
agtacgtcaa cggggcagcc 
gccggcataa gttccctgat 
tgaaggtggg tctggttgaa 
tggtcagcct tactgtgccc 
ccacggccac ccctccctcc 
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65 








70 








75 










80 


Gin Leu 


lie 


Ala Gin Gly Ala 


He 


Pro 


Pro Val 


Glu 


Asp 


Phe 


Pro 


Thr 








85 










90 








95 




Glu Asn 


Pro 


Asn Asp 


Asn 


Ser 


Val 


Leu 


Gly Asn 


Leu 


Arg 


Ser 


Leu 


Leu 






100 










105 








110 






Gin lie 


Leu 


Arg Gin Asp Met 


Thr 


Pro 


Gly Gly Gly 


Pro 


Gly Ala Arg 




115 










120 








125 








Arg Arg 


Gin 


Arg Gly Arg 


Leu 


Met 


Arg 


Arg Leu 


Val 


Arg 


Arg 


Leu 


Arg 


130 










135 








140 










Arg Trp 


Gly 


Leu 


Leu 


Pro Arg 


Thr 


Asn 


Thr Pro 


Ala 


Arg 


Ala 


Ser 


Glu 


145 








150 








155 










160 


Ala Arg 


Ser 


Gin 


Val 


Thr 


Pro 


Ser 


Ala 


Ala Pro 


Leu 


Glu 


Ala 


Leu 


Asp 








165 










170 








175 




Gly Gly 


Thr 


Gly 


Pro 


Ala 


Arg 


Glu Gly 


Gly Ala 


Val 


Gly 


Gly Gin Asp 






180 










185 








190 






Gly Glu 


Gin 


Ala 


Pro 


Pro 


Leu 


Pro 


He 


Lys Ala 


Pro 


Leu 


Pro 


Ser 


Ala 




195 










200 








205 








Ser Thr 


Ser 


Pro 


Ala 


Pro 


Thr 


Thr 


val 


Pro Glu 


Ala 


Pro 


Gly 


Pro 


Leu 


210 










215 








220 










Pro Ser 


Leu 


Pro 


Leu 


Glu 


Pro 


Ser 


Leu 


Leu Ser Gly Val 


Val 


Gin 


Ala 


225 








230 








235 










240 


Leu Arg 


Gly 


Arg 


Leu 


Leu 


Pro 


Ser 


Leu 


Gly Pro 


Pro 


Gly 


Pro 


Thr 


Arg 








245 










250 








255 




Ser Pro 


Pro 


Gly 


Pro 


His 


Thr 


Ala 


Val 


Leu Ala 


Leu 


Glu 


Asp 


Glu 


Asp 






260 










265 








270 






Asp Val 


Leu 


Leu 


Val 


Pro 


Leu 


Ala 


Glu 


Pro Gly val 


Trp 


Val 


Ala 


Glu 




275 










280 








285 








Ala Glu 


Asp 


Glu 


Pro 


Leu 


Leu 


Thr 

















290 295 



<210> 4021 

<211> 4209 

<212> DNA 

<213> Homo sapiens 

<400> 4021 

atgggcgtta ggcagaaggc gcctcccggt ggcccggggc caggccgcac ccccgccccg 
60 

gtgcagatga acctgtacgc cacctgggag gtggaccgga gctcgtccag ctgcgtgcct 
120 

aggctattca gcttgaccct gaagaaactc gtcatgctaa aagaaatgga caaagatctt 
180 

aactcagtgg tcatcgctgt gaagctgcag ggttcaaaaa gaattcttcg. ctccaacgag 
240 

atcgtccttc cagctagtgg actggtggaa acagagctcc aattaacctt ctcccttcag 
300 

taccctcatt tccttaagcg agatgccaac aagctgcaga tcatgctgca aaggagaaaa 
360 

cgttacaaga atcggaccat cttgggctat aagaccttgg ccgtgggact catcaacatg 
420 

gcagaggtga tgcagcatcc taatgaaggc gcactggtgc ttggcctaca cagcaacgtg 
480 

aaggatgtct ctgtgcctgt ggcagaaata aagatctact ccctgtccag ccaacccatt 
540 
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cagcggggcc gcttgatgcg acgcctggta cgccgtctcc gccgctgggg cttgctccct 
1380 

cgaaccaaca ccccggctcg ggcctctgag gccagatccc aggtcacacc ttctgctgct 
1440 

ccccttgagg ccctagatgg tggcacaggt ccagcccgtg agggcggggc agtgggtggg 
1500 

caagatgggg agcaggcacc cccactgccc atcaaggctc ccctcccatc tgctagcacg 
1560 

tctccagccc ccactactgt ccctgaagcc ccagggccac tgccctcact gcccctagag 
1620 

ccatcactat tgtctggagt ggtgcaggcc ctgcgaggcc gcctgttgcc cagcctgggg 
1680 

cccccaggac caacccggag cccccctgga ccccacacag cagtcctggc cctggaagat 
1740 

gaggacgatg tgctactggt gccactggct gagccggggg tgtgggtagc tgaggcagag 
1800 

gatgagccac tgcttacctg aggggacctg ggggctctac tgaggcctct cccctggggg 
1860 

ctctactcat agtggcacaa ccttttagag gtgggtcagc ctcccctcca ccacttcctt 
1920 

ccctgtccct ggatttcagg gacttggtgg gcctcccgtt gaccctatgt agctgctata 
1980 

aagttaagtg tccctcaggc agggagaggg ctcacagagt ctcctctgta cgtggccatg 
2040 

gccagacacc ccagtccctt caccaccacc tgctccccac gccaccacca tttgggtggc 
2100 

tgtttttaaa aagtaaagtt cttagaggat cataggtctg gacactccat ccttgccaaa 
2160 

cctctaccca aaagtggcct taagcaccgg aatgccaatt aactagagac cctccagccc 
2220 

ccaaggggag gatttgggca gaacctgagg ttttgccatc cacaatccct cctacagggc 
2280 

ctggctcaca aaaagagtgc aacaaatgct tctattccat agctacggca ttgctcagta 
2340 

agttgaggtc aaaaataaag gaatcataca tctcaaaaaa aaaaaaaaaa aaaaaaaaaa 
2400 

aaaaaaaa 
2408 

<210> 4020 
<211> 296 
<212> PRT 

<213> Homo sapiens 
<400> 4020 

Cys Asp. Gly Gin Pro Asp Cys Ala Asp Gly Ser Asp Glu Trp Asp Cys 

15 10 15 

Ser Tyr Val Leu Pro Arg Lys Val He Thr Ala Ala Val lie Gly Ser 

20 25 30 

Leu Val Cys Gly Leu Leu Leu Val He Ala Leu Gly Cys Thr Cys Lys 

35 40 45 

Leu Tyr Ala He Arg Thr Gin Glu Tyr Ser He Phe Ala Pro Leu Ser 

50 55 60 

Arg Met Glu Ala Glu He Val Gin Gin Gin Ala Pro Pro Ser Tyr Gly 
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450 



455 



460 



Thr Leu Leu Leu Trp Cys Phe Ser Ala Leu Leu Pro Thr lie Gly Tyr 



<210> 4019 

<211> 2408 

<212> DNA 

<213> Homo sapiens 

<400> 4019 

cccgggggaa acgtcaccat cacttaaaga tatgctgggg ccagagcacc catgggccag 
60 

ggcttcctgc tctcctacag ccaagattgg ctgatgtgcc tacaggaaga gtttcagtgc 
120 

ctgaaccacc gctgtgtatc tgctgtccag cgctgtgatg gggttgatgc ctgtggcgat 
180 

ggctctgatg aagcaggttg cagctcagac cccttccctg gcctgacccc aagacccgtc 
240 

ccctccctgc cttgcaatgt caccttggag gacttctatg gggtcttctc ctctcctgga 
300 

tatacacacc tagcctcagt ctcccacccc cagtcctgcc attggctgct ggacccccat 
360 

gatggccggc ggctggccgt gcgcttcaca gccccggact tgggctttgg agatgcagtg 
420 

catgtgtatg acggccctgg gccccctgag agctcccgac tactgcgtag tctcacccac 
480 

ttcagcaatg gcaaggctgt cactgtggag acactgtctg gccaggctgt tgtgtcctac 
540 

cacacagttg cttggagcaa tggtcgtggc ttcaatgcca cctaccatgt gcggggctat 
600 

tgcttgcctt gggacagacc ctgtggctta ggctctggcc tgggagctgg cgaaggccta 
660 

ggtgagcgct gctacagtga ggcacagcgc tgtgacggct catgggactg tgctgacggc 
720 

acagatgagg aggactgccc aggctgccca cctggacact tcccctgtgg ggctgctggc 
780 

acctctggtg ccacagcctg ctacctacct gctgaccgct gcaactacca gactttctgt 
840 

gctgatggag cagatgagag acgctgtcgg cattgccagc ctggcaattt ccgatgccgg 
900 

gacgagaagt gcgtgtatga gacgtgggtg tgcgatgggc agccagactg tgcggacggc 
960 

agtgatgagt gggactgctc ctatgttctg ccccgcaagg tcattacagc tgcagtcatt 
1020 

ggcagcctag tgtgcggcct gctcctggtc atcgccctgg gctgcacctg caagctctat 
1080 

gccattcgca cccaggagta cagcatcttt gcccccctct cccggatgga ggctgagatt 
1140 

gtgcagcagc aggcaccccc ttcctacggg cagctcattg cccagggtgc catcccacct 
1200 

gtagaagact ttcctacaga gaatcctaat gataactcag tgctgggcaa cctgcgttct 
1260 

ctgctacaga tcttacgcca ggatatgact ccaggaggtg gcccaggtgc ccgccgtcgt 



465 



470 



475 



480 



1320 
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20 25 30 



Phe 


Thr 


Cys 


Phe 


Leu Ala Leu 


Leu 


Phe 


Leu 


Phe 


Ser 


He 


Leu Arg 


Lys 






35 






40 










45 








Val 


Ala 


Trp 


Asp 


Tyr Gly Arg 


Leu 


Ala 


Leu 


Val 


Thr 


Asp 


Ala 


Asp 


Arg 




50 






55 










60 










Leu 


Arg 


Arg 


Gin 


Glu Arg Asp Arg 


Val 


Glu 


Gin 


Glu 


Tyr Val 


Ala 


Ser 


65 








70 








75 










80 


Ala 


Met 


His 


Glv 


n5p OCX nib 


Asp Arg 


Tyr 


Glu Arg Leu 


Thr 


Phe 


Val 










O 3 






90 










95 




Ser 


Ser 


Ser 


Val 


Asp Phe Asp 


Gin 


Arg 


Asp 


Asn Gly 




w b 


Ser 


Trp 








100 






105 










110 






Leu 


Thr 


Ala 


He 


Phe Arg He 


Lys 


Asp 


Asp 


ulU 


J.J.6 


Arg 


Asp 


Lvs 


Cys 






115 






120 










125 










Gly 


Asp 


Ala 


Val His Tyr 


Leu 


Ser 


Phe 


Gin 


Arg 




Tip 

lie 


He 


Gly 










1J J 










140 












Leu 


Val 


Val 


Val Gly val 


Leu 


Ser 


Val 


Gly 


He 


Val 


Leu 


Pro 


Val 


IffcD 








150 








155 










160 


7\ c; -n 
rid 11 


Phe 


Ser 


Glv 


Asp Leu Leu 


Glu 


Asn 


Asn 


Ala 


Tyr 


Ser 


Phe 


Glv 


Arcr 










ice 






170 










175 




Thr 


Thr 


He 


Ala 


Asn Leu Lys 


Ser Gly Asn 


Asn 


Leu 


Leu 


Trp 


Leu 


His 








XOKJ 






185 










190 






1 llJL 


ser 


XT 


Ala 


Phe Leu Tyr 


Leu 


Leu 


Leu 


Thr 


Val 


Tyr 


Ser 


Met 


Arcr 






A 






200 










205 










His 


Thr 


Ser 


Lys Met Arg 


Tyr 


Lys 


Glu 


Asp 


Asp 


Leu 


Val 


Lys 


Arg 




J. u 






215 










220 










Thr 


Leu 


Phe 


He 


Asn Gly He 


Ser 


Lys 


Tyr 


Ala 


Glu 


Ser 


Glu 


Lys 


He 










230 








235 










240 


Lys 


Lys 


His 


Phe 


Glu Glu Ala 


Tyr 


Pro 


Asn 


Cys 


Thr 


Val 


Leu 


Glu 


Ala 










245 






250 










255 




Arg 


Pro 




Tvr 


Asn Val Ala 


Arg 


Leu 


Met 


Phe 


Leu 


Asp 


Ala 


Glu 


Arcr 








260 






265 










270 






Lys 


Lys 


Ala 


Glu 


Arg Gly Lys 


Leu 


Tyr 


Phe 


Thr 


Asn 


Leu 


Gin 


Ser 


Lys 






275 






280 










285 








Glu 


Asn 


Val 


Pro 


Thr Met He 


Asn 


Pro 


Lys 


Pro ^Cys 


Gly His 


Phe 


Cys 




290 






295 










300 










Cys 


Cvs 


Val 


Val 


Arg Gly Cys 


Glu 


Gin 


Val 


Glu 


Ala 


He 


Glu 


Tyr 


Tyr 


305 








310 








315 










320 


Thr 


Lys 


Leu 


Glu 


Gin Lys Leu 


Lys 


Glu Asp 


Tyr 


Lys Arg 


Glu 


Lys 


Gly 










325 






330 










335 




Lys 


Val 


Asn 


Glu 


Lys Pro Leu Gly Met Ala 


Phe 


Val 


Thr 


Phe 


His 


Asn 








340 






345 










350 






Glu 


Thr 


He 


Thr 


Ala He He 


Leu 


Lys 


Asp 


Phe 


Asn 


Val 


Cys 


Lys 


Cys 






355 






360 










365 








Gin 


Gly 


Cys 


Thr 


Cys Arg Gly Glu Pro Arg 


Pro 


Ser 


Ser 


Cys 


Ser 


Glu 




370 






375 










380 










Ser 


Leu 


His 


He 


Pro Asn Trp 


Thr Gly Ser 


Tyr 


Ala 


Pro 


Asp 


Pro 


Gin 


385 








390 








395 










400 


Asn 


He 


Tyr 


Trp 


Glu His Leu 


Ser 


He 


Arg 


Gly Phe 


He Trp Trp 


Leu 










405 






410 










415 




Arg 


Cys 


Leu 


Val 


He Asn Val 


Val 


Leu 


Phe 


He 


Leu 


Leu 


Phe 


Phe 


Leu 








420 






425 










430 






Thr 


Thr 


Pro 


Ala 


He He He 


Thr 


Thr 


Met 


Asp Lys 


Phe 


Asn 


Val 


Thr 






435 






440 










445 








Lys 


Pro 


Val 


Glu 


Tyr Leu Asn 


Asn 


Pro 


He 


He 


Thr 


Gin 


Phe 


Phe 


Pro 
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gggcggctgg ccttggtgac agatgcagac aggcttcggc ggcaggagag ggaccgagtg 
300 

"gaacaggaat atgtggcttc agctatgcac ggggacagcc atgaccggta tgagcgtctc 
360 

' acctttgtct ccagctccgt tgactttgac caaagggaca atggtttctg ttcctggctg 
420 

acagccatct tcaggataaa ggacgatgag atccgggaca agtgtggggg cgacgctgtg 
480 

cactacctgt cctttcagcg gcacatcatc gggctgctgg tggttgtggg cgtcctctcc 
540 

gtaggcatcg tgctgcctgt caacttctca ggggacctgc tggagaacaa tgcctacagc 
600 

tttgggagaa ccaccattgc caacttgaaa tcagggaaca acctgctatg gctgcacacc 
660 

tccttcgcct tcctgtatct gctgctcacc gtctacagca tgcgtagaca cacctccaag 
720 

atgcgctaca aggaggatga tctggtgaag cggaccctct tcatcaatgg aatctccaaa 
780 

tatgcagagt cagaaaagat caagaagcat tttgaggaag cctaccccaa ctgcacagtt 
840 

ctcgaagccc gcccgtgtta caacgtggct cgcctaatgt tcctcgatgc agagaggaag 
900 

aaggccgagc ggggaaagct gtacttcaca aacctccaga gcaaggagaa cgtgcctacc 
960 

.atgatcaacc ccaagccctg tggccacttc tgctgctgtg tggtgcgagg ctgtgagcag 
1020 

gtggaggcca ttgagtacta cacaaagctg gagcagaagc tgaaggaaga ctacaagcgg 
1080 

gagaagggga aggtgaatga gaagcctctt ggcatggcct ttgtcacctt ccacaatgag 
1140 

actatcaccg ccatcatcct gaaggacttc aacgtgtgta aatgccaggg ctgcacctgc 
1200 

cgtggggagc cacgcccctc atcctgcagc gagtcccttc acatccccaa ctggaccggg 
1260 

tcctatgccc ctgaccctca gaacatctac tgggagcacc tctccatccg aggcttcatc 
1320 

tggtggctgc gctgcctggt catcaatgtc gtcctcttca tcctcctctt cttcctcacc 
1380 

actccagcca tcatcatcac caccatggac aagttcaacg tcaccaagcc tgtggagtac 
1440 

ctcaacaacc ccatcatcac ccagttcttc cccaccctgc tgctgtggtg cttctcggcc 
1500 

ctccttccca ccattggcta c 
1521 

<210> 4018 
<211> 480 
<212> PRT 

<213> Homo sapiens 
<400> 4018 

Gin Gin Pro Glu Asp Tyr Cys Tyr Ser Ala Arg lie Arg Ser Thr Val 

15 10 15 

Leu Gin Gly Leu Pro Phe Gly Gly Val Pro Thr Val Leu Ala Leu Asp 
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cccgcggagg tgccgggcga gcccagcgac aggagccgcg aggactgagg gcggtatacg 
300 

gtgcggggcc tgggatgccc gcgccacccg cagccccctc actcggcgga aacccgcgag 
360 

ccggcccttc cgcgtccaag aagtttactt cctaagcctt ttattatgat cttgaatgcg 
420 

gacaattggg gccaaacgag gaaggacaca gacccaaaag ccagacccag gtcccagcgc 
480 

gcttctgggc tctaacctgg gagactcgca tccagcccgg cggaagctac agtctctacc 
540 

ctgagctccg tggcgcagag cgctccacgc gtattcacgc cccgctcctc gcctgcaccc 
600 

ccgccccgtc tggggcctgc cctcccggcc ggggagcctc caggcacaca cccgcttctg 
660 

gacgtcgggg acccagcggt tgggctcagc cacaacggcc tgagattgcc ccggggcaac 
720 

ccgtcggcat gcctggaggc cgggtccccg atgtcgctgg ggcccctacc ccctcgtgcg 
780 

aagacggtga ctttttttcc aataaaatat tttatgacac aaa 
823 



<210> 4016 

<211> 95 

<212> PRT 

<213> Homo sapiens 

<400> 4016 

Arg Phe Glu Lys Gin Lys Tyr Leu Ser Thr Pro Asp Arg lie Asp Leu 

1 5 10 15 

Ala Glu Ser Leu Gly Leu Ser Gin Leu Gin Val Lys Thr Trp Tyr Gin 

20 25 30 

Asn Arg Arg Met Lys Trp Lys Lys lie Val Leu Gin Gly Gly Gly Leu 

35 40 45 

Glu Ser Pro Thr Lys Pro Lys Gly Arg Pro Lys Lys Asn Ser lie Pro 

50 . '55 60 

Thr Ser Glu Gin Leu Thr Glu Gin Glu Arg Ala Lys Asp Ala Glu Lys 
65 70 75 80 

Pro Ala Glu Val Pro Gly Glu Pro Ser Asp Arg Ser Arg Glu Asp 
85 90 95 

<210> 4017 

<211> 1521 

<212> DNA 

<213> Homo sapiens 



<400> 4017 

nnactagggg attaccatga tgcagtagca gccatgctgc cctttcttgc tggccacgct 
60 

gggcaccgcc gccctcaata gcagcaaccc gaagactatt gctacagtgc ccggatccgc 
120 

agcaccgtcc tacagggcct gccctttggg ggcgtcccca ccgtgctggc cttggacttc 
180 

acgtgcttcc tcgccctgct gttcttattc tccatcctcc ggaaggtggc ctgggactat 
240 
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165 170 175 

lie Gly Asp Lys Ser Cys Ser Ser His Ser Ser Ser Asn Thr Leu Ser 

180 185 190 

Ser Asn Thr Ser Ser Asn Ser Asp Asp Lys His Phe Gly Ser Gly Asp 

195 200 205 

Leu Met Asp Pro Glu Leu Leu Gly Leu Thr Tyr lie Lys Gly Ala Ser 

210 215 220 

Thr Asp Ser Gly He Asp Thr Ala Pro Cys Met Pro Ala Thr He Leu 
225 230 235 240 

Gly Pro Val His Leu Ala Gly Ser Arg Ser Leu He His Ser Arg Ala 

245 250 255 

Glu Gin Trp Ala Asp Ala Ala Asp Val Ser Gly Pro Asp Asp Glu Pro 

260 265 270 

Ala Lys Leu Tyr Ser Val His Gly Tyr Ala Ser Thr lie Ser Ala Gly 

275 280 285 

Ser Ala Ala Glu Gly Ser Met Gly Asp Leu Ser Glu He Ser Ser His 

290 295 300 

Ser Ser Gly Ser His His Ser Gly Ser Pro Ser Ala His Cys Ser Lys 
305 310 315 320 

Ser Ser Gly Ser Leu Asp Ser Ser Lys Val Tyr He Val Ser His Ser 

325 330 335 

Ser Gly Gin Gin Val Pro Gly. Ser Met Ser Lys Pro Tyr His Arg Gin 

340 345 350 

Gly Ala Val Asn Lys Tyr Val He Gly Trp Lys Lys Ser Glu Gly Ser 

355 360 365 

Pro Pro Pro Glu Glu Pro Glu Val Thr Glu Cys Pro Gly Met Tyr Ser 

370 375 380 

Glu Leu Asp Val Met Ser Thr Ala Thr Gin His Gin Thr Val Val Gly 
385 390 395 400 

Asp Ala Val Ala Glu Thr Gin His Val Leu Ser Lys Glu Asp Phe Leu 

405 410 415 

Lys Leu Met Leu Pro Asp Ser Pro Leu Val Glu Glu Gly Arg Arg Lys 

420 425 430 

Phe Ser Phe Tyr Gly Asn Leu Ser Pro Arg Arg Ser Leu Tyr Arg Thr 

435 440 445 

Leu Ser Asp Glu Ser He Cys Ser Asn Arg Arg Gly Ser Ser Phe Gly 

,450 455 460 

Ser Ser Arg Ser Ser Val Leu Asp Gin 
465 470 

<210> 4015 
<211> 823 
<212> DNA 

<213> Homo sapiens 
<400> 4015 

cgcttcgaga agcagaagta cctttccacg ccggacagaa tagatcttgc tgagtccctg 
60 

ggcctgagcc agttgcaggt gaagacgtgg taccagaatc ggaggatgaa gtggaagaaa 
120 

atagtgctgc agggcggcgg cctggagtct cccaccaagc ccaaggggcg gcccaagaag 
180 

aactcaattc caacgagcga gcagcttact gagcaggagc gcgccaagga tgcagagaaa 
240 
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aaaggggcct ccaccgacag tggcatcgac acggccccct gcatgcctgc caccatcctc 
720 

ggccctgtgc acctggcagg cagcaggtcc ctgatccaca gccgggccga gcagtgggct 
780 

gatgctgccg acgtctctgg gcctgacgac gagccagcca agttatattc tgtgcatggc 
840 

tacgcgtcca ccatctccgc cggcagtgct gcggaaggca gcatgggcga tctcagtgag 
900 

atatcctctc attccagtgg ttctcaccat tcaggaagcc cttcagctca ctgttcaaaa 
960 

agtagtgggt ctctggattc atccaaagtc tacatcgtgt ctcacagcag cggacaacag 
1020 

gttcccgggt ccatgtccaa gccctaccac agacaagggg cagtgaacaa atatgtcatc 
1080 

ggctggaaga aatcggaggg cagcccaccg c.ccgaggagc ctgaagtgac tgaatgtccc 
1140 

gggatgtata gtgagttgga tgtcatgtcc acagcaactc agcatcagac agtggtggga 
1200 

gatgctgttg cagagactca acatgttctg tctaaagaag attttctgaa attgatgctt 
1260 

cctgacagcc ccttagtgga ggaggggcga agaaagtttt cgttctatgg gaacctgtct 
1320 

ccaaggaggt cgctttaccg cacgctgtct gacgagagca tctgcagcaa caggaggggg 
1380 

tcctcctttg gcagttcccg gagttccgtg cttgaccag 
1419 

<210> 4014 

<211> 473 

<212> PRT 

<213> Homo sapiens 

<400> 4014 

Xaa He Pro Met Val Glu Tyr Lys Leu Asp Ser Glu Gly Thr Pro Cys 

1 5 10 15 

Glu Tyr Lys Thr Pro Phe Arg Arg Asn Thr Thr Trp His Arg Val Pro 

20 25 30 

Thr Pro Ala Leu Gin Pro Leu Ser Arg Ala Ser Pro He Pro Gly Thr 

35 40 45 

Pro Asp Arg Leu Pro Cys Gin Gin Leu Leu Gin Gin Ala Gin Ala Ala 

50 55 60 

He Pro Arg Ser Thr Ser Phe Asp Arg Lys Leu Pro Asp Gly Thr Arg 
65 70 75 80 

Ser Ser Pro Ser Asn Gin Ser Ser Ser Ser Asp Pro Gly Pro Gly Gly 

85 90 95 

Ser Gly Pro Trp Arg Pro Gin Val Gly Tyr Asp Gly Cys Gin Ser Pro 

100 105 110 

Leu Leu Leu Glu His Gin Gly Ser Gly Pro Leu Glu Cys Asp Gly Ala 

115 120 125 

Arg Glu Arg Glu Asp Thr Met Glu Ala Ser Arg His Pro Glu Thr Lys 

130 135 140 

Trp His Gly Pro Pro Ser Lys Val Leu Gly Ser Tyr Lys Glu Arg Ala 
145 150 155 160 

Leu Gin Lys Asp Gly Ser Cys Lys Asp Ser Pro Asn Lys Leu Ser His 



3191 



WO 00/58473 



PCT/USOO/08621 



225 








230 










23 3 










240 


Phe Ala 


He Gly 


Gly Leu 


Ser Gly Gly Glu 


Ser 


Lys 


Ser 


Gin 


Phe 


Tro 








245 










250 










255 




Arg Met 


Val 


Ala 


Leu 


Ser 


Thr 


Ser 


Arg 


Leu 


Pro 


Lys 


sp 


Lys 


Pro 


Ara - 




260 










265 










Old 






Tyr Leu 


Met 


Gly 


Val 


Gly Tyr 


Ala 


Thr 


Asp 


Leu 


Vcl -L 


Val 




val 


Ala 


275 










280 










O ft ^ 








Leu Gly Cys 


Asp 


Met 


Phe 


Asp 


Cys 


Val 


Phe 


Pro 


1 III. 


Arg 


Thr 


Ala 


Arci 


290 










295 










inn 










Phe Gly 


Ser 


Ala 


Leu 


Val 


Pro 


Thr Gly Asn 


Leu 


bin 


Leu 


Arg 


Lys 


Lys 


305 








310 










11 c 
jl J 










320 


Val Phe 


Glu 


Lys 


Asp 
325 


Phe 


Gly 


Pro 


He 


Asp 
330 


Pro 


Glu 


Cvs 


Thr 


Cys 
335 


Pro 


Thr Cys 


Gin 


Lys 


His 


Ser 


Arg 


Ala 


Phe 


Leu 


His 


Ala 


Leu 


Leu 


His 


Ser 




340 










345 










350 






Asp Asn 


Thr 


Ala 


Ala 


Leu 


His 


His 


Leu 


Thr 


Val 


His 


Asn 


He 


Ala 


Tyr 


355 










360 










365 








Gin Leu 


Gin 


Leu 


Met 


Ser 


Ala 


Val 


Arg 


Thr 


Ser 


He 


Val 


Glu 


Lys 


Arg 


370 










375 










380 










Phe Pro 


Asp 


Phe 


val 


Arg 


Asp 


Phe 


Met 


Gly 


Ala 


Met 


Tyr 


Gly Asp 


Pro 


385 






390 










395 










400 


Thr Leu 


Cys 


Pro 


Thr 


Trp 


Ala 


Thr 


Asp 


Ala 


Leu 


Ala 


Ser 


Val 


Gly 


He 






405 










410 










415 




Thr Leu Gly 





























<210> 4013 
<211> 1419 
<212> DNA 

<213> Homo sapiens 
<400> 4013 

nggatcccta tggtggaata taaactcgac agcgagggca ccccctgcga gtataaaacc 
60 

cccttcagga ggaacaccac gtggcaccgg gtgcccactc ctgccctgca gcccctctct 
120 

agagcttccc ccatccccgg cacgcccgac cggctgccgt gccaacagct gctccagcag 
180 

gcccaggctg ccattcctcg aagcacctcc ttcgaccgga agctgcccga tggcacgaga 
240 

agctcaccca gcaaccagtc atcctccagc gaccctggac ccggcgggag cggaccctgg 
300 

agaccacaag tgggctacga cgggtgccag tcccctctac tgctcgaaca ccagggctca 
360 

ggccctttgg aatgtgacgg agccagggag agggaagaca ccatggaagc aagcaggcac 
420 

ccggaaacca aatggcatgg cccaccttcc aaagtcctgg gttcctataa agaaagagct 
480 

ctgcagaaag atggaagttg caaagattcc cccaataagc tttctcacat tggggataaa 
540 

agttgctcca gtcactccag cagcaacacg ctctccagca acacctccag caacagtgac 
600 

gacaagcact ttgggtctgg cgacctgatg gaccccgaat tactggggct gacctacatc 
660 
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actgatctgg tagtctgcgt ggctcttgga tgtgacatgt tcgactgcgt cttccccaca 
900 

cggacagcgc gctttggctc tgccctggtg cccactggga acctgcagtt gaggaagaag 
960 

gtgtttgaga aggacttcgg ccccatagac ccggagtgca cctgccccac gtgccaaaag 
1020 

cacagccgcg ccttcctgca cgcactgctg cacagtgaca acacggccgc gctgcaccac 
1080 

ctcacggtcc acaacatcgc ctaccagctg cagctcatga gcgccgtccg caccagcatc 
1140 

gtggagaagc gcttcccgga cttcgtgcgg gacttcatgg gcgccatgta cggggatccc 
1200 

accctctgtc ccacctgggc cactgacgct ctggcctctg tgggaatcac actgggctga 
1260 

cctggcattg ggagagggag ggaggaagga agggagggag gggctggaag atactgaagg 
1320 

attccttttt gaaaggtttt ttttattgta aaaaaaaaaa aaaaaaaaaa a 
1371 

<210> 4012 

<211> 419 

<212> PRT 

<213> Homo sapiens 



<400> 4012 



Leu 


Gin 


Asp 


Val 


Val 


Pro 


Thr Val Lys 


Met 


Ala Gly 


Ala 


Ala 


Thr 


Gin 


1 






5 






10 








15 




Ala 


Ser 


Leu 


Glu 


Ser 


Ala 


Pro Arg He 


Met 


Arg Leu 


Val 


Ala 


Glu 


Cys 








20 






25 








30 






Ser 


Arg 


Ser 


Arg 


Ala 


Arg 


Ala Gly Glu 


Leu 


Trp Leu 


Pro 


His 


Gly 


Thr 






.35 








40 






45 








Val 


Ala 


Thr 


Pro 


Val 


Phe 


Met Pro Val 


Gly 


Thr Gin 


Ala 


Thr 


Met 


Lys 




50 










55 




60 










Gly 


He 


Thr 


Thr 


Glu 


Gin 


Leu Asp Ala 


Leu 


Gly Cys 


Arg 


He 


Cys 


Leu 


65 










70 






75 








80 


Gly Asn 


Thr 


Tyr 


His 


Leu 


Gly Leu Arg 


Pro 


Gly Pro 


Glu 


Leu 


He 


Gin 










85 






90 








95 




Lys 


Ala 


Asn 


Gly 


Leu 


His 


Gly Phe Met 


Asn 


Trp Pro 


His 


Asn 


Leu 


Leu 






100 






105 








110 






Thr 


Leu 


Cys 


Gly 


Gly 


Val 


Ser Leu Asp 


Ser 


Gly Gly 


Phe 


Gin 


Met 


Val 






115 








120 






125 








Ser 


Leu 


val 


Ser 


Leu 


Ser 


Glu Val Thr 


Glu 


Glu Gly 


Val 


Arg 


Phe 


Arg 




130 










135 




14 0 










Ser 


Pro 


Tyr 


Asp 


Gly 


Asn 


Glu Thr Leu 


Leu 


Ser Pro 


Glu 


Lys 


Ser 


Val 


145 










150 






155 








160 


Gin 


He 


Gin 


Asn 


Ala 


Leu 


Gly Ser Asp 


He 


He Met 


Gin 


Leu Asp 


Asp 










165 






170 








175 




Val 


Val 


Ser 


Ser 


Thr 


Val 


Thr Gly Pro 


Arg 


Val Glu 


Glu 


Ala 


Met 


Tyr 








180 






185 








190 






Arg 


Ser 


He 


Arg 


Trp 


Leu 


Asp Arg Cys 


He 


Ala Ala 


His 


Gin Arg 


Pro 






195 








200 






205 








Asp 


Lys 


Gin 


Asn 


Leu 


Phe 


Ala He He 


Gin 


Gly Gly 


Leu 


Asp Ala 


Asp 




210 










215 




220 










Leu 


Arg 


Ala 


Thr 


Cys 


Leu 


Glu Glu Met 


Thr 


Lys Arg 


Asp 


Val 


Pro 


Gly 
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85 










90 










95 




Pro 


Gly 


Gly 


Glu 


Thr 


Thr 


Pro 


Ser 


Val 


thr 


ASp 


Leu 


Leu 


Asn 


Tyr 


Phe 






100 










105 










110 






Leu 


Ala 


Pro 


Glu 


He 


Leu Thr Gly Asp 


Asn 


Gin 


Tyr 


Tyr 


Cys 


Glu 


Asn 






115 










120 










125 








Cys 


Ala 


Ser 


Leu 


Gin 


Asn 


Ala 


Glu 


Lys 


Thr 


Met 


Gin 


He 


Thr 


Glu 


Glu 


130 










135 










140 










Pro 


Glu 


Tyr 


Leu 


lie 


Leu 


Thr 


Leu 


Leu 


Arg 


Phe 


Ser 


Tyr 


Asp 


Gin 


Lys 


145 








150 










155 










160 


Tyr 


His 


Val 


Arg 


Arg. 


Lys 


He 


Leu 


Asp 


Asn 


Val 


Ser 


Leu 


Pro 


Leu 


Val 








165 










170 










175 




Leu 


Glu 


Leu 


Pro 


Val 


Lys 


Arg 


lie 


Thr 


Ser 


Phe 


Ser 


Ser 


Leu 


Ser 


Glu 








180 










185 










190 






Ser 


Trp 


Ser 


Val 


Asp 


Val 


Asp 


Phe 


Thr 


Asp 


Leu 


Ser 


Glu 


Asn 


Leu 


Ala 






195 










200 










205 








Lys 


Lys 


Leu 


Lys 


Pro 


Ser Gly Thr Asp 


Glu 


Ala 


Ser 


Cys 


Thr 


Lys 


Leu 



210 215 220 

Val 
225 



<210> 4011 

<211> 1371 

<212> DNA 

<213> Homo sapiens 

<400> 4011 

ctgcaggacg tggttccgac agtcaagatg gcgggagcag ctacccaggc ttccctggag 
60 

tcggccccac ggatcatgcg gctggtggcc gaatgcagcc gctccagggc ccgggcaggc 
120 

gagctgtggc tgccgcatgg gacagtggcc actcctgtgt tcatgccagt gggcacgcag 
180 

gccaccatga agggcatcac gaccgaacag ctggacgctc tgggttgccg catctgcctg 
240 

ggcaatacct accatctggg tctaaggccg ggacccgagc tgatccagaa agccaacggt 
300 

ctccacggct tcatgaattg gcctcataat ctgctaacgc tttgcggtgg ggtttccctt 
360 

gacagcggcg gtttccagat ggtgtcgctg gtgtctctgt ccgaggtgac ggaggagggc 
420 

gtccgcttcc gctcccccta cgacggcaat gagaccctgc tgagcccgga gaaatccgtg 
480 

cagatccaga atgcgctggg ctcggacatc atcatgcagc tggacgacgt ggttagcagt 
540 

actgtgactg ggccacgtgt ggaggaggcc atgtacaggt caatccgctg gctggaccgg 
600 

tgcattgcag cccatcagcg gccggacaag cagaacctct tcgccattat ccagggtggg 
660 

ctggacgcag atctccgggc cacctgcctt gaagagatga ccaagcgaga cgtgcctggc 
720 

ttcgccatcg ggggcctgag cgggggtgag agcaagtcgc agttctggcg gatggtggcg 
780 

ctgagcacct ctcggctgcc gaaggacaag ccccgatatc tgatgggggt tggctatgcc 
840 
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260 265 270 

Arg Leu Ala Lys Thr Gin Gin Ala Ser Lys His lie Arg Phe Ser Glu 
275 280 285 

Tyr Asp 
290 



<210> 4009 

<211> 675 

<212> DNA 

<213> Homo sapiens 



<400> 4009 
nnagatcttt 
60 

ccagcatcat 
120 

tcagaagaac 
180 

aatgaaaaaa 
240 

cctaacgaat 
300 

accacacctt 
360 

gataaccaat 
420 

atcacggagg 
480 

tatcatgtga 
540 

gttaaaagaa 
600 

actgatctta 
660 

tgcacaaaat 
675 



cgcttgcctt 
cacccagtat 
cagtagttta 
ccataggcag 
ctaacaagat 
cagtaactga 
attattgtga 
aacctgaata 
gaaggaaaat 
ttacttcttt 
gtgagaacct 

tggtg 



ttgtccttcc 
acaagatggt 
taatccaaca 
tcctcctaat 
tcttgttaat 
cttactaaat 
aaactgtgcc 
ccttattctt 
tttagacaat 
ctcttcattg 
tgctaaaaaa 



tcttctttgg 
ggtctaatgc 
acagctgcct 
gagttttact 
aaagatgtac 
tattttttgg 
tctctgcaaa 
actctcctga 
gtatcactgc 
tcagaaagtt 
ttaaagcctt 



aaaacatgtc 
aagcctctgt 
tcatctgtga 
gttctgaaaa 
ctcagaaacc 
ctccagagat 
atgctgagaa 
gattttcata 
cactggtttt 
ggtctgtaga 
cagggactga 



tgtccaagat 
acccggtcct 
ctcacttgtg 
cacttctgtc 
aggaggtgaa 
tcttactggt 
aactatgcaa 
tgatcagaag 
ggagttgcca 
tgttgacttc 
tgaagcttcc 



<210> 4010 

<211> 225 

<212> PRT 

<213> Homo sapiens 



<400> 4010 

Xaa Asp Leu Ser Leu Ala Phe Cys Pro Ser Ser Ser Leu Glu Asn Met 

1 5 10 15 

Ser Val Gin Asp Pro Ala Ser Ser Pro Ser lie Gin Asp Gly Gly Leu 

20 25 30 

Met Gin Ala Ser Val Pro Gly Pro Ser Glu Glu Pro Val Val Tyr Asn 

35 40 45 

Pro Thr Thr Ala Ala Phe lie Cys Asp Ser Leu Val Asn Glu Lys Thr 

50 55 60 

He Gly Ser Pro Pro Asn Glu Phe Tyr Cys Ser Glu Asn Thr Ser Val 
65 70 75 80 

Pro Asn Glu Ser Asn Lys He Leu Val Asn Lys Asp Val Pro Gin Lys 
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accaaagctg aaaagattag actggcaaag 
1980 

tctgaatatg attgaaaaaa aaaacagttc 
2040 

tgttcttggg agattcactt ttattatggt 
2100 

aaagaaatat ctttgttcct taacttgtaa 
2160 

gtataccaca atttttctta aacattttat 
2220 

ggtgatttag taaataaatg tgttttgaac 
2280 

aaaaaaaaaa aaagaaaaaa aaaaaaaaaa 
2313 



actcaacaag cgagtaaaca tataagattt 
acctcttaat acttcacaag atacttgagc 
agcactgcat aattaatgtg tttttaatta 
ataagacttt tttctagaga caaatatgat 
ttgttgaaat tatcttagat gtcagtgtca 
attaaaaaaa aaaaaaaaaa aaaaaaaaaa 
aaa 



<210> 4008 

<211> 290 

<212> PRT 

<213> Homo sapiens 



<400> 4008 
Gly Lys Arg Lys 
1 

Arg Ser Lys Val 
20 

Ser Glu Ala Ser 
35 

Glu Lys Asp Thr 
50 

Arg Lys His Lys 
65 

Val lie Pro Leu 

Lys Glu Tyr Leu 
100 

Thr He Ser Gin 
115 

Val Pro Gin Asn 
130 

Glu Cys Arg Thr 
145 

Ser Gly Val He 

Lys Gin Val Arg 
180 

Asp Leu Leu Glu 
195 

Glu Asp Ala Gin 
210 

His Cys Trp Lys 
225 

Trp Gin Lys He 
Glu Lys Lys Arg 



Arg Ser Ser Ser 
5 

Lys Lys He He 

Lys Glu Asn Arg 
40 

Gly Asp Leu Lys 
55 

Lys Lys His Lys 
70 

Arg Val Leu Ser 
85 

Ala Leu Gin Lys 

He Lys Ser Glu 
120 

Thr Gly Met Lys 
135 

Gin Glu Lys Val 
150 

Val Lys He He 
165 

Asp Thr Leu Ala 

Gly Asp Thr Glu 
200 

Ala Val He Asn 
215 

Leu Glu He Leu 
230 

Leu Val Asp Arg 
245 

Gly Thr Glu Lys 



Glu Asp Ala Glu 
10 

Gin Lys Asp He 
25 

Asp He Glu lie 

Asp Ser Ser Leu 
60 

Glu Arg His Lys 
75 

Lys Ser Glu Trp 
90 

Ala Ser Met Ala 
105 

Ser Glu Met Glu 

Asn Glu Lys Thr 
140 

Asn Ala Thr Gly 
155 

Ser Thr Glu Pro 
170 

Ala He Ser Glu 
185 

Cys His Ala Arg 

Ala Tyr Thr Glu 
220 

Ser Gly Asp His 
235 

Gin Ala Lys Leu 
250 

Leu He Thr Lys 



Ser Leu Ala Pro 
15 

He Lys Glu Ala 
30 

Ser Thr Glu Glu 
45 

Leu Lys Thr Lys 

Met Gly Glu Glu 
80 

Met Asp Leu Lys 
95 

Ser Leu Lys Lys 
110 

Thr Asp Ser Gly 
125 

Ala Asn Arg Glu 

Pro Gin Phe Val 
160 

Leu Pro Gly Arg 
175 

Val Leu Tyr Val 
190 

Phe Lys Thr Pro 
205 

lie Asn Lys Lys 

Glu Gin Arg Tyr 
240 

Asn Gin Pro Arg 
255 

Ala Glu Lys lie 
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aagaaaaaag aagttgaaaa aaagaaacgg tcacgagtta aacaggtgct tgcagatatt 
360 

gctaagcaag tggacttctg gtttggggat gcaaatcttc acaaggatag atttcttcga 
420 

gaacagatag aaaaatctag agatggatat gttgatatat cactacttgt gtcttttaac 
480 

aaaatgaaaa aattgactac tgatgggaag ttaattgcca gagcattgag aagttcagct 
540 

gttgtagagc ttgatttgga aggcaccaga atccggagga aaaaacctct gggggaaaga 
600 

ccaaaggatg aggatgaacg cacagtgtat gtggagttac ttcccaaaaa tgttaatcac 
660 

agctggattg aaagagtatt tgggaaatgt ggcaatgttg tttatataag tataccacat 
720 

tataagtcta ctggagatcc aaagggattt gcgtttgtgg aatttgaaac aaaagaacaa 
780 

gcagcaaaag caattgagtt tcttaacaac ccaccagaag aagcaccaag aaaacctggc 
840 

atatttccta aaacagtgaa aaataagccc attccagcct taagagttgt ggaagagaag 
900 

aaaaagaaaa agaagaagaa aggccgaatg aaaaaggaag acaatatcca agccaaagaa 
960 

gaaaacatgg acacaagcaa caccagcatc agtaaaatga aaagatccag acccacatct 
1020 

gagggctctg acattgagtc cactgaaccc caaaagcagt gctcaaagaa aaagaaaaaa 
1080 

cgggacagag ttgaagcatc tagcttacct gaagtcagaa cagggaagag gaagagaagc 
1140 

agctctgaag atgcagaatc cctagctccc cgatcaaaag taaagaaaat tattcagaaa 
1200 

gacatcatta aggaagcatc agaagcttcc aaggaaaata gagatataga aatctctact 
1260 

gaagaggaaa aggatactgg agatctaaaa gatagctctc tcttgaaaac aaaaaggaaa 
1320 

cataagaaaa aacataaaga gagacataaa atgggagaag aagttatacc attaagagtg 
1380 

ctatcaaaga gcgaatggat ggatttgaaa aaagagtatt tagcgctaca aaaagctagc 
1440 

atggcttctt taaaaaaaac aatatcccaa ataaaatcag agtcagaaat ggaaacagac 
1500 

agtggagtac ctcaaaacac tggaatgaaa aatgaaaaaa cagccaacag ggaagagtgt 
1560 

cgcacccagg agaaagttaa tgcaacagga ccacagttcg tgagtggagt gattgtgaag 
1620 

atcattagca cagagcctct acctggcagg aaacaagtcc gggatacttt ggcagcaatc 
1680 

tcagaagttc tttatgttga tttgctagaa ggggatacag aatgccatgc tagatttaaa 
1740 

actcctgagg atgctcaagc agtaataaat gcctatacag aaattaacaa gaaacactgc 
1800 

tggaaactcg agatcctttc tggtgatcac gaacaaaggt attggcagaa gattttggtt 
1860 

gatagacagg caaaacttaa tcagcctcgg gaaaagaaaa gaggcactga aaagttaatc 
1920 
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acgcgt 




























666 




























<210> 4006 




























<211> 222 




























<212> PRT 




























<213> Homo sapiens 
























<400> 4006 
























Val 




Gly Thr Leu Glu Asp 


Gly Ala Lys 


Gin 


His 


Asn 


Leu 


Thr 


Ala 


Asn 


1 




C 
D 










10 










15 




Val Arg Asn 


He 


Leu 


His 


Glu 


Val 


He 


Thr 


Asn 






Val 


Val 


Ala 


20 










25 
















Met Met Lys 


Ala 


Ala 


He 


Ser Glu Thr Glu Asp 


Met 


Pro 


Met 


Phe 


Glu 


35 










40 


















Pro Lys Met 


Thr 


Arg 


Ser 


Lys 


Leu 


Lys 


Glu 


Val 


vdl 




xj y o 


Gly Met 


50 








55 










b U 








He 


Val lie Pro 


Thr 


Trp 


Asn 


He 


Ser 


Pro 


He 


Lys 


Lys 


Ala 


Asn 


Glu 


65 






70 










75 










80 


Lys Pro Pro 


Gin 


Phe 


Val 


Asp 


He 


His 


Leu 


Glu 


k?XU 


Asp 


Asp 


Ser 


Ser 




85 










90 










95 




Asp Glu Glu Tyr 


Gin 


Pro 


Asp 


Asp 


Glu 


Glu 


Glu 


Asp 




1 Hi. 


Ala 


Glu 




100 










105 










Tin 






Glu Ser Leu 


Leu 


Glu 


Ser 


Asp 


Val 


Glu 


Ser 


Thr 


Ala 


Ser 


Ser 


Pro 


Arg 


115 










120 










125 








Gly Ala Lys 


Lys 


Ser 


Arg 


Leu 


Arg 


Gin 


Ser 


Ser 


Glu 


Met 


Thr 


Glu 


Thr 


130 








135 










140 










Asp Glu Glu 


Ser 


Gly 


He 


Leu 


Ser 


Glu 


Ala 


Glu 


Lys 


Val 


Thr 


Thr 


Pro 


145 






150 










155 










160 


Ala lie Arg 


His 


He 


Ser 


Ala 


Glu 


Val 


Val 


Pro 


Met 


Gly 


Pro 


Pro 


Pro 




165 










170 










175 




Pro Pro Lys 


Pro 


Lys 


Gin 


Thr 


Arg 


ASp 


Ser 


Thr 


Phe 


Met 


Glu 


Lys 


Leu 


180 










185 










190 






His Ala Val 


Asp 


Glu 


Glu 


Leu 


Ala 


Ser 


Ser 


Pro 


Val 


Cys 


Met 


Asp 


Ser 


195 










200 










205 








Phe Gin Pro 


Met 


Asp 


Asp 


Ser 


Leu 


He 


Ala 


Phe 


Arg 


Thr 


Arg 







210 215 220 



<210> 4007 
<211> 2313 
<212> DNA 

<213> Homo sapiens 
<400> 4007 

ngaattcttc cttggcttcg agtctctcag ccggccgcgc tctccgatgc ccagccctcc 
60 

tggaaccacc tcgcctgtga cgtaggtgga gcgcgcactg cctccgggcc cgtctttctc 
120 

aattgggacc ggaaaacgtt gtcgctcatc ctatgacgcg aaagtaaccg agactatcag 
180 

gatccggaga cggaaatgtc cgaaggccgc agtacttgac cctgtatttt gggagtcgaa 
240 

cggagaatgg aaactgaaag tggaaatcag gaaaaggtaa tggaagaaga aagcactgaa 
300 
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<211> 160 
<212> PRT 

<213> Homo sapiens 
<400> 4004 

Xaa Arg Leu Arg Arg Gly Leu Arg Gly Ala Phe Leu Met Ala Arg Gin 

15 10 15 * 

Arg Pro Glu Leu Leu Cys Gly Ala Val Ala Leu Gly Cys Ala Leu Leu 

20 25 30 

Leu Ala Leu Lys Phe Thr Cys Ser Arg Ala Lys Asp Val lie lie Pro 

35 40 45 

Ala Lys Pro Pro Val Ser Phe Phe Ser Leu Arg Ser Pro Val Leu Asp 

50 55 60 

Leu Phe Gin Gly Gin Leu Asp Tyr Ala Glu Tyr Val Arg Arg Asp Ser 
65 70 75 80 

Glu Val Val Leu Leu Phe Phe Tyr Ala Pro Trp Cys Gly Gin Ser lie 

85 90 95 

Ala Ala Arg Ala Glu lie Glu Gin Ala Ala Ser Arg Leu Ser Asp Gin 

100 105 110 

Val Leu Phe Val Ala lie Asn Cys Trp Trp Asn Gin Gly Lys Cys Arg 

115 120 125 

Lys Gin Lys His Phe Phe Tyr Phe Pro Val He Tyr Leu Tyr His Arg 

130 135 140 

Ser Phe Gly Pro He Glu Tyr Lys Gly Pro His Glu Cys Cys Leu His 
145 150 155 160 

<210> 4005 

<211> 666 

<212> DNA 

<213> Homo sapiens 



<400> 4005 

ggtaccttgg aggatggtgc caagcagcac 
60 

cttcatgaag taatcacaaa tgaacacgtg 
120 

acggaagata tgccaatgtt tgagcctaaa 
180 

gaaaaaggaa tggtaattcc aacatggaat 
240 

aagcctcctc agtttgtgga tatccacctt 
300 

cagccggatg atgaagaaga agatgaaact 
360 

gaaagcactg cttcatctcc acgtggggca 
420 

atgactgaaa cagatgagga gagtggcata 
480 

gccatcaggc acatcagtgc tgaggtagtg 
540 

aaacagacca gagatagtac tttcatggag 
600 

tccagtccag tctgcatgga ttctttccag 
660 



aatctaacag cagtcaatgt ccgaaacatc 
gtagctatga tgaaagcagc catcagtgag 
atgacacgct ctaaactgaa ggaagtagtg 
atttcaccaa ttaagaaggc caatgaaatt 
gaagaagatg attcctcaga tgaagaatac 
gctgaagaga gcttattgga aagtgatgtt 
aagaaatcca gattgaggca gtcttctgag 
ttatcagagg ctgagaaagt caccacacca 
cccatggggc ccccgccccc tccaaagccg 
aagttacatg cggtagatga ggagctggct 
cccatggatg acagtctcat tgcatttcga 
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225 




230 










235 










240 


He 


Leu Gin Lys Phe 


Thr 


Ser 


Met 


His 


Lys 


Ala 


Tyr 


Ser 


Pro 


Glu 


Lys 




245 










250 










255 




Lys 


He Ser He Leu 


Leu 


Lys 


Thr 


Cys 


Lys 


Leu 


He 


Tyr Asp 


Ser 


Met 


260 








265 










270 






Ala 


Leu Gly Asn Pro 


Gly Lys Pro Tyr Gly Ala Asp 


Asp 


Phe 


Leu 


Pro 




275 






280 










285 








Val 


Leu Met Tyr Val 


Leu 


Ala 


Arg 


Ser 


Asn 


Leu 


Thr 


Glu 


Met 


Leu 


Leu 




290 




295 










300 










Asn 


Val Glu Tyr Met 


Met 


Glu 


Leu 


Met 


Asp 


Pro 


Ala 


Leu Gin Leu Gly 


305 


310 










315 










320 


Glu Gly Ser Tyr Tyr 


Leu 


Thr 


Thr 


Thr 


Tyr 


Gly Ala 


Leu 


Glu 


His 


He 




325 










330 










335 




Lys 


Ser Tyr Asp Lys 


He 


Thr 


Val 


Thr 


Arg 


Gin 


Leu 


Ser 


Val 


Glu 


Val 


34 0 








345 










350 






Gin 


Asp Ser He His 


Arg 


Trp 


Glu 


Arg 


Arg 


Arg 


Thr 


Leu 


Asn 


Lys 


Ala 




355 






360 










365 








Arg 


Ala Ser Arg Ser 


Ser 


Val 


Gin 


Asp 


Phe 


He 


Cys 


Val 


Ser Tyr 


Leu 


370 




375 










380 










Glu 


Pro Glu Gin Gin 


Ala 


Arg 


Thr 


Leu 


Ala 


Ser 


Arg 


Ala 


Asp 


Thr 


Gin 


385 




390 










395 










400 


Ala 


Gin Ala Leu Cys 


Ala 


Gin 


Cys 


Ala 


Glu 


Lys 


Phe 


Ala 


Val 


Glu 


Arg 



405 410 415 



Pro 



<210> 4003 
<211> 581 
<212> DNA 

<213> Homo sapiens 
<400> 4003 

ngccggctcc gtcgcgggct gcgtggcgcc ttcctcatgg cgcgccagcg gccggagctg 
60 

ctctgcgggg ccgtggcgct cggctgcgcg ctgctcctcg ccctcaagtt cacctgcagt 
120 

cgagcaaaag atgtgataat accagcaaag ccacctgtca gctttttctc cttgaggtct 
180 

ccagtccttg acctcttcca ggggcagctg gattatgcag agtacgttcg acgggattca 
240 

gaggtggtac tgctcttctt ctatgcccct tggtgtggac agtccatcgc tgccagggca 
300 

gaaattgagc aagcagcaag tcggctttca gatcaggtgt tgtttgtggc aattaactgt 
360 

tggtggaacc aggggaaatg cagaaaacag aaacacttct tttattttcc tgtaatatat 
420 

ctgtatcatc ggagttttgg accaatcgaa tacaaaggcc cccatgagtg ctgtttacat 
480 

tgagaagttt gtccgccggg tgatgaaacc acttctctac atcccatctc aatcagaatt 
540 

actagatttt ctctcaaact acgagcctgg agtactcgcg a 
581 

<210> 4004 
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atcctgcaga agttcaccag 
780 

ctgctcaaga cctgcaaact 
840 

tatggggcgg atgacttcct 
900 

gagatgcttc tcaatgtgga 
960 

gagggttcct actatctgac 
1020 

aagatcacgg tgacccggca 
1080 

cgccggcgta ctctcaacaa 
1140 

gtgtcgtacc tggagcccga 
1200 

gcccaggcgc tgtgcgcgca 
1251 



catgcacaag gcctactcac 
catctacgac tccatggccc 
gcctgtgctc atgtatgtgc 
gtacatgatg gagctcatgg 
caccacctac ggggccctgg 
gctgagtgtg gaggtgcagg 
ggcccgggcc tcccgctcct 
gcagcaggcg cggacgctgg 
gtgcgcggag aagttcgcgg 



ctgagaagaa gatctccatc 
tcggcaaccc agggaagccc 
tggcccgcag caacctcacg 
accccgccct gcagctgggg 
agcacatcaa gagctacgac 
actccatcca ccgctgggag 
ccgtacagga cttcatctgc 
cgtcgcgggc ggacacccag 
tggagcggcc g 



<210> 4002 
<211> 417 
<212> PRT 

<213> Homo sapiens 



<400> 4002 

Glu Ser Pro Ala Ser Gin Ala Gly Thr Gin His Pro Pro Ala Gin Pro 

15 10 15 

Thr Ala His Ser Gin Ser Ser Pro Glu Phe Lys Gly Ser Leu Ala Ser 

20 25 30 

Leu Ser Asp Ser Leu Gly Val Ser Val Met Ala Thr Asp Gin Asp Ser 

35 40 45 

Tyr Ser Thr Ser Ser Thr Glu Glu Glu Leu Glu Gin Phe Ser Ser Pro 

50 55 60 

Ser Val Lys Lys Lys Pro Ser Met He Leu Gly Lys Ala Arg His Arg 
65 70 75 80 

Leu Ser Phe Ala Ser Phe Ser Ser Met Phe His Ala Phe Leu Ser Asn 

85 90 95 

Asn Arg Lys Leu Tyr Lys Lys Val Val Glu Leu Ala Gin Asp Lys Gly 

100 105 110 

Ser Tyr Phe Gly Ser Leu Val Gin Asp Tyr Lys Val Tyr Ser Leu Glu 

115 120 125 

Met Met Ala Arg Gin Thr Ser Ser Thr Glu Met Leu Gin Glu lie Arg 

130 135 140 

Thr Met Met Thr Gin Leu Lys Ser Tyr Leu Leu Gin Ser Thr Glu Leu 
145 150 155 160 

Lys Ala Leu Val Asp Pro Ala Leu His Ser Glu Glu Glu Leu Glu Ala 

165 170 175 

lie Val Glu Ser Ala Leu Tyr Lys Cys Val Leu Lys Pro Leu Lys Glu 

180 185 190 

Ala He Asn Ser Cys Leu His Gin He His Ser Lys Asp Gly Ser Leu 

195 200 205 

Gin Gin Leu Lys Glu Asn Gin Leu Val He Leu Ala Thr Thr Thr Thr 

210 215 220 

Asp Leu Gly val Thr Thr Ser Val Pro Glu Val Pro Met Met Glu Lys 
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420 








425 


430 




Glu Glu Glu Ala 


Val 


Glu 


Lys Thr 


His Ser Thr Thr Ser 


Gin Ala 


He 


435 






440 


445 






Ser Val Gly Met Arg 




Asn Ala 


Glu Phe lie Met Leu 


Asn His 


Phe 


450 






455 


460 






Ser Gin Arg Tyr 


Ala 


Lys 


Val Pro 


Leu Phe Ser Pro Asn 


Phe Ser 


Glu 


465 




a n n 




475 




480 


Lys Val Gly Val 


Ala 


Ir lie 


Asp His 


Met Lys Val Cys Phe 


Gly Asp 


Phe 


485 






490 


495 




Pro Thr Met Pro 


Lys 


Leu 


lie Pro 


Pro Thr Glu Ser Pro 


Val Cys 


Trp. 


500 








505 


510 




Arg His Arg Gly Asp 


Gly 


Gly Ala 


Gin Gly Glu Ala Gly 


Ala Ala 


Ala 


515 






520 


525 






Gly Ala Gly Gly 


Pro 


Pro 


Val Gin Gly Ala Gly Arg Arg 


Pro Gly 


Gly 


530 






535 


540 






Trp Gly Ala Ser 


Ala 


Glu 


Ala Gly Pro His Arg Gly Ala 


Thr Gly 


Gin 


545 




550 




555 




560 


Glu Gly Gin Ser 


Pro 


Val 


Lys lie 


Trp Glu Thr Leu Asn 


Ser Glu 


Gly 


565 






570 


575 




Cys Val Ser Ser 


Ala 


Pro 


Arg Thr 


His Pro Tyr Leu Pro 


Ser Leu 


Leu 


580 








585 


590 




Val Glu Ala Glu 


Glu 


His 


Gly Pro 


Pro Gly Gly Ser Ser 


Gly 




595 






600 


605 







<210> 4001 
<211> 1251 
<212> DNA 

<213> Homo sapiens 
<400> 4001 

gaaagccctg cttctcaggc tgggactcag caccctcctg cccagcccac tgcccattcc 
60 

cagagctctc cagagttcaa gggctccctg gcctccctct cagacagctt gggggtgtct 
120 

gtcatggcca ccgaccagga ctcctactcc accagcagca cggaggagga gctggagcag 
180 

ttcagcagcc ccagcgtgaa gaagaagccc tccatgatcc tgggcaaggc tcggcaccgg 
240 

ctgagctttg ccagtttcag cagcatgttc cacgctttcc tctccaacaa ccgcaagctg 
300 

tacaagaagg tggtggagct ggcgcaggac aagggctcgt actttggcag cctggtgcag 
360 

gactacaagg tgtacagcct ggagatgatg gcgcgccaga cctccagcac ggagatgctg 
420 

caggagattc gcaccatgat gacccagctc aagagctacc tgctgcagag caccgagctc 
480 

aaggccctgg tggaccccgc cctgcactcc gaggaggagc tcgaagcaat tgtagagtct 
540 

gccttgtaca aatgtgtcct gaagcccctg aaggaagcca tcaactcatg cctgcatcag 
600 

atccacagca aggatggttc gctgcagcag ctcaaggaga accagttagt gatcctggcc 
660 

accaccacca ctgacctagg tgtgaccacc agcgtgccgg aggtgcccat gatggagaag 
720 
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<400> 4000 

Met Gly Leu Pro Val Gly Thr Ala Ala lie Ala Pro lie He Ala Ala 

15 10 15 

Val Lys Asp Gly Lys Ser He Thr His Glu Gly Arg Glu He Leu Ala 

20 25 30 

Glu Glu Leu Cys Thr Pro Pro Asp Pro Gly Ala Ala Phe Val Val Val 

35 40 45 

Glu Cys Pro Asp. Glu Ser Phe He Gin Pro He Cys Glu Asn Ala Thr 

50 55 60 

Phe Gin Arg Tyr Gin Gly Lys Ala Asp Ala Pro Val Ala Leu Val Val 
65 70 75 80 

His Met Ala Pro Ala Ser Val Leu Val Asp Ser Arg Tyr Gin Gin Trp 

85 90 95 

Met Glu Arg Phe Gly Pro Asp Thr Gin His Leu Val Leu Asn Glu Asn 

100 105 110 

Cys Ala Ser Val His Asn Leu Arg Ser His Lys He Gin Thr Gin Leu 

115 120 125 

Asn Leu He His Pro Asp He Phe Pro Leu Leu Thr Ser Phe Arg Cys 

130 135 140 

Lys Lys Glu Gly Pro Thr Leu Ser Val Pro Met Val Gin Gly Glu Cys 
145 150 155 160 

Leu Leu Lys Tyr Gin Leu Arg Pro Arg Arg Glu Trp Gin Arg Asp Ala 

165 170 175 

He He Thr Cys Asn Pro Glu Glu Phe He Val Glu Ala Leu Gin Leu 

180 185 190 

Pro Asn Phe Gin Gin Ser Val Gin Glu Tyr Arg Arg Ser Ala Gin Asp 

195 200 205 

Gly Pro Ala Pro Ala Glu Lys Arg Ser Gin Tyr Pro Glu He He Phe 

210 215 220 

Leu Gly Thr Gly Ser Ala He Pro Met Lys He Arg Asn Val Ser Ala 
225 230 235 240 

Thr Leu Val Asn He Ser Pro Asp Thr Ser Leu Leu Leu Asp Cys Gly 

245 250 255 

Glu Gly Thr Phe Gly Gin Leu Cys Arg His Tyr Gly Asp Gin Val Asp 

260 265 270 

Arg Val Leu Gly Thr Leu Ala Ala Val Phe Val Ser His Leu His Ala 

275 280 285 

Asp His His Thr Gly Leu Pro Ser He Leu Leu Gin Arg Glu Arg Ala 

290 295 300 

Leu Ala Ser Leu Gly Lys Pro Leu His Pro Leu Leu Val Val Ala Pro 
305 310 315 320 

Asn Gin Leu Lys Ala Trp Leu Gin Gin Tyr His Asn Gin Cys Gin Glu 

325 330 335 

Val Leu His His He Ser Met He Pro Ala Lys Cys Leu Gin Glu Gly 

340 345 350 

Ala Glu He Ser Ser Pro Ala Val Glu Arg Leu He Ser Ser Leu Leu 

355 360 365 

Arg Thr Cys Asp Leu Glu Glu Phe Gin Thr Cys Leu Val Arg His Cys 

370 375 380 

Lys His Ala Phe Gly Cys Ala Leu Val His Thr Ser Gly Trp Lys Val 
385 390 395 400 

Val Tyr Ser Gly Asp Thr Met Pro Cys Glu Ala Leu Val Arg Met Gly 

405 410 415 

Lys Asp Ala Thr Leu Leu He His Glu Ala Thr Leu Glu Asp Gly Leu 
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gactgtggtg agggcacatt 
1200 

gtcctgggca ccctggctgc 
1260 

ttgccaagta tcttgctgca 
1320 

cctttgctgg tggttgcccc 
1380 

tgccaggagg tcctgcacca 
1440 

gagatctcca gtcctgcagt 
1500 

gaagagtttc agacctgtct 
1560 

cacacctctg gctggaaagt 
1620 

cggatgggga aagatgccac 
1680 

gaggaagcag tggaaaagac 
1740 

atgaacgcgg agttcattat 
1800 

ttcagcccca acttcagcga 
1860 

ggagactttc caacaatgcc 
1920 

catcgaggag atggaggagc 
1980 

cctgtccagg gagctggcag 
2040 

cacagaggag ccacaggcca 
2100 

tcagaaggct gtgtgtcttc 
2160 

gaagctgaag agcacggtcc 
2220 

gaggcttggg ctcccacata 
* 2280 
acagccgcgg gccaggaggc 
2340 

ggcagttttt aaagaagtca 
2400 

tgattccctg cacaccagag 
2460 

acttaacgaa aatagtattt 
2520 

aaaaaaaaaa aaaaaaaaaa 
2546 



tgggcagctg tgccgtcatt 
tgtgtttgtg tcccacctgc 
gagagaacgc gccttggcat 
caaccagctc aaagcctggc 
catcagtatg attcctgcca 
ggaaagattg atcagttcgc 
ggtgcggcac tgcaagcatg 
ggtctattcc ggggacacca 
cctcctgata catgaagcca 
acacagcaca acgtcccaag 
gctgaaccac ttcagccagc 
gaaagtggga gttgcctttg 
caagctgatt ccccccactg 
gcagggagaa gcgggagctg 
gcggcctgga ggatggggag 
agaaggtcag agcccagtga 
tgccccacgc acgcacccgt 
cccaggaggc agctcaggat 
agcactagtc tatagatgcc 
tgccacacgg aagcaagcag 
tggaaacaga cggcggcacc 
acaagcagag taacaggatc 
cagctgcaat aaagattgag 
aaaaaa 



acggagacca ggtggacagg 
acgcagatca ccacacgggc 
ctttgggaaa gccgcttcac 
tccagcagta ccacaaccag 
aatgccttca ggaaggggct 
tgttgcgaac atgtgatttg 
cgtttggctg tgcgctggtg 
tgccctgcga ggctctggtc 
ccctggaaga tggtttggaa 
ccatcagcgt ggggatgcgg 
gctatgccaa ggtccccctc 
accacatgaa ggtctgcttt 
aaagccctgt ttgctggcga 
cggcaggtgc gggcggccct 
cctcagcaga agcgggccca 
agatctggga gaccctgaac 
atctgccctc cttgctggta 
aggtggtatg gagctgtgcc 
tcttaggact ggtgcctggc 
atgaactaat ttcatttcaa 
tttcctctaa tccagcaaaa 
agtgggtcta agtgtccgag 
tttgcaaaaa aaaaaaaaaa 



<210> 4000 

<211> 606 

<212> PRT 

<213> Homo sapiens 
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2145 2150 2155 2160 

Lys Gly Ser lie Ser Glu Glu Thr Lys Gin Lys Leu Lys Ser Ala Xle 

2165 2170 2175 

Leu Ser Ala Gin Ser Ala Ala Asn Val Arg Lys Glu Ser Leu Cys Gin 

2180 2185 2190 

Pro Ala Leu Glu Val Leu Glu Thr Ser Ser Gin Glu Ser Ser Leu Glu 

2195 2200 2205 

Ser Glu Thr Asp Glu Asp Asp Asp Tyr Met Asp lie 
2210 2215 2220 

<210> 3999 
<211> 2546 
<212> DNA 

<213> Homo sapiens 
<400> 3999 

ncctaggtga aatgtgtcat ttaaaaaaaa tttcacttgc cattctaaag tttttctggt 
60 

gagagttttg tgtttttcat ttacgcaaac acatctccac ataagtaggg aaaaaaagtc 
120 

ttcttgagta tattagtgtc ttcagccttt gtattgggac agtagcgtcc attaattttt 
180 

atgtgaagtg aaattaggta tcgggtcata atcagtctgt gatgtcttca cagctttcac 
240 

atttaccttg tgataatcaa gtgtgttttt cctcaggtgt tagccagaga agaggggtca 
300 

gggactcttc cctggtcgta gctttcatct gtaagcttca cttaaagaga ggaaacttac 
360 

ttggtgctca aagcaaagga gatgggcctc ccagttggga cagctgccat cgctcccatc 
420 

attgctgctg tcaaggacgg gaaaagcatc actcatgaag gaagagagat tttggctgaa 
480 

gagctgtgta ctcctccaga tcctggtgct gcttttgtgg tggtagaatg tccagatgaa 
540 

agcttcattc aacccatctg tgagaatgcc acctttcaga ggtaccaagg aaaggcagat 
600 

gcccccgtgg ccttggtggt tcacatggcc ccagcatctg tgcttgtgga cagcaggtac 
660 

cagcagtgga tggagaggtt tgggcctgac acccagcact tggtcctgaa tgagaactgt 
720 

gcctcagttc acaaccttcg cagccacaag attcaaaccc agctcaacct catccacccg 
780 

gacatcttcc ccctgctcac cagtttccgc tgtaagaagg agggccccac cctcagtgtg 
840 

cccatggttc agggtgaatg cctcctcaag taccagctcc gtcccaggag ggagtggcag 
900 

agggatgcca ttattacttg caatcctgag gaattcatag ttgaggcgct gcagcttccc 
960 

aacttccagc agagcgtgca ggagtacagg aggagtgcgc aggacggccc agccccagca 
1020 

gagaaaagaa gtcagtaccc agaaatcatc ttccttggaa cagggtctgc catcccgatg 
1080 

aagattcgaa atgtcagtgc cacacttgtc aacataagcc ccgacacgtc tctgctactg 
1140 
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1715 1720 1725 

Asn His Arg Pro Val Ala Met Asp Ala Gly Asp Ser Ala Asp Gin Ser 

1730 1735 1740 

Gly Glu Arg Lys Asp Lys Glu Ser Pro Arg Ala Gly Pro Thr Glu Pro 
1745 1750 1755 1760 

Met Asp Thr Ser Glu Ala Thr Val Cys His Ser Asp Leu Glu Arg Thr 

1765 1770 1775 

Pro Pro Leu Leu Pro Gly Arg Pro Ala Arg Asp Arg Gly Pro Glu Ser 

1780 1785 1790 

Arg Pro Thr Glu Leu Ser Leu Glu Glu Leu Ser He Ser Ala Arg Gin 

1795 1800 1805 

Gin Pro Thr Pro Leu Thr Pro Ala Gin Pro Ala Pro Ala Pro Ala Pro 

1810 1815 1820 

Ala Thr Thr Thr Gly Thr Arg Ala Gly Gly His Pro Glu Glu Pro Leu 
1825 1830 1835 1840 

Ser Arg Leu Ser Arg Lys Arg Lys Leu Leu Glu Asp Thr Glu Ser Gly 

1845 1850 1855 

Lys Thr Leu Leu Leu Asp Ala Tyr Arg Val Trp Gin Gin Gly Gin Lys 

I860 1865 1870 

Gly Val Ala Tyr Asp Leu Gly Arg Val Glu Arg He Met Ser Glu Thr 

1875 1880 1885 

Tyr Met Leu lie Lys Gin Val Asp Glu Glu Ala Ala Leu Glu Gin Ala 

1890 1895 1900 

Val Lys Phe Cys Gin Val His Leu Gly Ala Ala Ala Gin Arg Gin Ala 
1905 1910 1915 1920 

Ser Gly Asp Thr Pro Thr Thr Pro Lys His Pro Lys Asp Ser Arg Glu 

1925 1930 1935 

Asn Phe Phe Pro Val Thr Val Val Pro Thr Ala Pro Asp Pro Val Pro 

1940 1945 1950 

Ala Asp Ser Val Gin Arg Pro Ser Asp Ala His Thr Lys Pro Arg Pro 

1955 i 1960 1965 

Ala Leu Ala Ala Ala Thr Thr He He Thr Cys Pro Pro Ser Ala Ser 

1970 1975 1980 

Ala Ser Thr Leu Asp Gin Ser Lys Asp Pro Gly Pro Pro Arg Pro His 
1985 1990 1995 2000 

Arg Pro Glu Ala Thr Pro Ser Met Ala Ser Leu Gly Pro Glu Gly Glu 

2005 2010 2015 

Glu Leu Ala Arg Val Ala Glu Gly Thr Ser Phe Pro Pro Gin Glu Pro 

2020 2025 2030 

Arg His Ser Pro Gin Val Lys Met Ala Pro Thr Ser Ser Pro Ala Glu 

2035 2040 2045 

Pro His Cys Trp Pro Ala Glu Ala Ala Leu Gly Thr Gly Ala Glu Pro 

2050 2055 2060 

Thr Cys Ser Gin Glu Gly Lys Leu Arg Pro Glu Pro Arg Arg Asp Gly 
2065 2070 2075 20B0 

Glu Ala Gin Glu Ala Ala Ser Glu Thr Gin Pro Leu Ser Ser Pro Pro 

2085 2090 2095 

Thr Ala Ala Ser Ser Lys Ala Pro Ser Ser Gly Ser Ala Gin Pro Pro 

2100 2105 2110 

Glu Gly His Pro Gly Lys Pro Glu Pro Ser Arg Ala Lys Ser Arg Pro 

2H5 2120 2125 

Leu Pro Asn Met Pro Lys Leu Val He Pro Ser Ala Ala Thr Lys Phe 

2130 2135 2140 

Pro Pro Glu He Thr Val Thr Pro Pro Thr Pro Thr Leu Leu Ser Pro 
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1285 1290 1295 

Gly Pro Phe Ala Arg Gly Glu Glu Lys Asn Thr Pro Lys Ala Ser Glu 

1300 1305 1310 

Lys Glu Lys Ala Cys Leu Val Asp Glu Asp Ser His Ser Ser Ala Gly 

1315 1320 1325 

Thr Leu Pro Gly Pro Gly Ala Ser Leu Pro Ser Ser Ser Gly Pro Gly 

1330 1335 1340 

Leu Thr Ser Pro. Pro Tyr Thr Ala Thr Pro lie Asp His Asp Tyr Val 
1345 1350 1355 1360 

Lys Cys Lys Lys Pro His Gin Gin Ala Thr Pro Asp Asp Arg Ser Gin 

1365 1370 1375 

Asp Ser Thr Ala Val Ala Leu Ser Asp Ser Ser Ser Thr Gin Asp Phe 

1380 1385 1390 

Phe Asn Glu Pro Thr Ser Leu Leu Glu Gly Ser Arg Lys Ser Tyr Thr 

1395 1400 1405 

Glu Lys Arg Leu Pro lie Leu Ser Ser Gin Ala Gly Ala Thr Gly Lys 

1410 1415 1420 

Asp Leu Gin Gly Ala Thr Glu Glu Arg Gly Lys Asn Glu Glu Ser Leu 
1425 1430 1435 1440 

Glu Ser Thr Glu Gly Phe Arg Ala Ala Glu Gin Gly Val Gin Lys Pro 

1445 1450 1455 

Ala Ala Glu Thr Pro Ala Ser Ala Cys He Pro Gly Lys Pro Ser Ala 

1460 1465 1470 

Ser Thr Pro Thr Leu Trp Asp Gly Lys Lys Arg Gly Asp Leu Pro Gly 

1475 1480 1485 

Glu Pro Val Ala Phe Pro Gin Gly Leu Pro Ala Gly Ala Glu Glu Gin 

1490 1495 1500 

Arg Gin Phe Leu Thr Glu Gin Cys He Ala Ser Phe Arg Leu Cys Leu 
1505 1510 1515 1520 

Ser Arg Phe Pro Gin His Tyr Lys Ser Leu Tyr Arg Leu Ala Phe Leu 

1525 1530 1535 

Tyr Thr Tyr Ser Lys Thr His Arg Asn Leu Gin Trp Ala Arg Asp Val 

1540 1545 1550 

Leu Leu Gly Ser Ser He Pro Trp Gin Gin Leu Gin His Met Pro Ala 

1555 1560 1565 

Gin Gly Leu Phe Cys Glu Arg Asn Lys Thr Asn Phe Phe Asn Gly He 

1570 1575 1580 

Trp Arg He Pro Val Asp Glu He Asp Arg Pro Gly Ser Phe Ala Trp 
1585 1590 1595 1600 

His Met Asn Arg Ser He Val Leu Leu Leu Lys Val Leu Ala Gin Leu 

1605 1610 1615 

Arg Asp His Ser Thr Leu Leu Lys Val Ser Ser Met Leu Gin Arg Thr 

1620 1625 1630 

Pro Asp Gin Gly Lys Lys Tyr Leu Arg Asp Ala Asp Arg Gin Val Leu 

1635 1640 1645 

Ala Gin Arg Ala Phe He Leu Thr Val Lys Val Leu Glu Asp Thr Leu 

1650 1655 1660 

Ser Glu Leu Ala Glu Gly Ser Glu Arg Pro Gly Pro Lys Val Cys Gly 
1665 1670 1675 1680 

Leu Pro Gly Ala Arg Met Thr Thr Asp Val Ser His Lys Ala Ser Pro 

1685 1690 1695 

Glu Asp Gly Gin Glu Gly Leu Pro Gin Pro Lys Lys Pro Pro Leu Ala 

1700 1705 1710 

Asp Gly Ser Gly Pro Gly Pro Glu Pro Gly Gly Lys Val Gly Leu Leu 
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850 










855 










860 










Leu Cys 


His 


Gin 


Gin 


Gin 


Leu 


Gin 


Asn 


Pro 


Ala 


Glu 


Glu 


Gly Met 


Ser 










870 










875 










880 


Glu Thr 


Pro 


Met 


Leu 
885 


Pro 


Ser 


Ser 


Leu 


Met 
890 


Leu 


Leu' 


Asn 


Thr 


Ala 
895 


His 


Glu Tyr 


Leu Gly Arg Arg 


Ser 


Trp 


Cys 


Cys 


Asn 


Ser 


Asp 


Gly Ala 


Leu 




900 










905 










910 






Leu Arg 


flic 

QIC 


Tyr 


Val 


Arg 


Val 


Leu 
920 


Gin 


Lys 


Glu 


Leu 


Ala 
925 


Ala 


Ser 


Thr 


Seir Glu 


Asp 


Thr 


His 


Pro 


Tyr 


Lys 


Glu 


Glu 


Leu 


Glu 


Thr 


Ala 


Leu 


Glu 












935 










940 










Gin Cys 


Phe 


Tyr 


Cys 


Leu 


Tyr 


Ser 


Phe 


Pro 


Ser 


Lys 


Lys 


Ser 


Lys 


Ala 










950 










955 










960 


Arg Tyr 


Leu 


Glu 


Glu 


His 


Ser 


Ala 


Gin 


Gin 


Val 


Asp 


Leu 


He 


Trp 


Glu 






965 










970 










975 




Asp Ala 


Leu 


Phe 


Met 


Phe 


Glu 


Tyr 


Phe 


Lys 


Pro 


Lys 


Thr 


Leu 


Pro 


Glu 




980 










985 










990 






IT XI" M.O ^ 


Ser 


Tyr 


Lys 


Thr 


Ser 


Thr 


Val 


Ser 


Ala 


Asp 


Leu 


Ala 


Asn 


Leu 


995 










1000 








1005 






Leu Lys 


Arg 

) 


He 


Ala 


Thr 


He 


Val 


Pro 


Arg 


Thr 


Glu 


Arg 


Pro 


Ala 


Leu 


101C 








1015 








1020 








Ser Leu 


Asp 


Lys 


val 


Ser 


Ala 


Tyr 


He 


Glu Gly Thr 


Ser 


Thr 


Glu 


val 


1025 








1030 








1035 








1040 


Pro Cys 


Leu 


Pro Glu Gly Ala 


Asp 


Pro 


Ser 


Pro 


Pro 


Val 


Val 


Asn 


Glu 






1045 








1050 








1055 


Leu Tyr 


Tyr 


Leu 


Leu 


Ala 


Asp 


Tyr 


His 


Phe 


Lys 


Asn 


Lys 


Glu 


Gin 


Ser 




1060 








1065 








1070 




Lys Ala 


lie 


Lys 


Phe 


Tyr 


Met 


His 


Asp 


He 


Cys 


lie 


Cys 


Pro 


Asn 


Arg 


1075 








1080 








1085 






Phe Asp 


Ser 


Trp 


Ala 


Gly Met 


Ala 


Leu 


Ala 


Arg 


Ala 


Ser 


Arg 


He 


Gin 


1090 








1095 








1100 








Asp Lys 


Leu 


Asn 


Ser 


Asn 


Glu 


Leu 


Lys 


Ser Asp Gly 


Pro 


He 


Trp 


Lys 


1105 








1110 








1115 








1120 


His Ala 


Thr 


Pro 


Val 


Leu 


Asn 


Cys 


Phe 


Arg 


Arg 


Ala 


Leu 


Glu 


He 


Asp 








1125 








1130 








1135 


Ser Ser 


Asn 


Leu 


Ser 


Leu 


Trp 


He 


Glu Tyr Gly 


Thr 


Met 


Ser 


Tyr 


Ala 






1140 








1145 








1150 




Leu His 


Ser 


Phe 


Ala 


Ser 


Arg 


Gin Leu Lys Gin Trp Arg Gly Glu 


Leu 




1155 








1160 








1165 






Pro Pro 


Glu 


Leu 


Val 


Gin Gin Met Glu Gly Arg Arg Asp 


Ser 


Met 


Leu 


1170 








1175 








1180 









1185 H90 H95 1200 

Gly Asp Glu Glu Glu Trp Leu He His Tyr Met Leu Gly Lys Val Ala 

1205 1210 1215 

Glu Lys Gin Gin Gin Pro Pro Thr Val Tyr Leu Leu His Tyr Arg Gin 

1220 1225 1230 

Ala Gly His Tyr Leu His Glu Glu Ala Ala Arg Tyr Pro Lys Lys He 

1235 1240 1245 

His Tyr His Asn Pro Pro Glu Leu Ala Met Glu Ala Leu Glu Val Tyr 

1250 1255 1260 

Phe Arg Leu His Ala Ser He Leu Lys Leu Leu Gly Lys Pro Asp Ser 
1265 1270 1275 1280 

Gly Val Gly Ala Glu Val Leu Val Asn Phe Met Lys Glu Ala Ala Glu 
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420 425 430 

Ser Phe Asn Asn Tyr Glu Val Gin Ser Glu Ala Lys Leu Glu Ser Phe 

435 440 445 

Pro Ser lie Gly Pro Gin Arg Leu Ser Phe Asp Ser Ala Thr Phe Met 

450 455 460 

Glu Ser Glu Lys Gin Asp Val His Glu Phe Leu Leu Glu Asn Leu Thr 
465 470 475 480 

Asn Gly Gly He Leu Glu Leu Met Met Arg Tyr Leu Lys Ala Met Gly 

485 490 495 

His Lys Phe Leu Val Arg Trp Pro Pro Gly Leu Ala Glu Val Val Leu 

500 505 510 

Ser Val Tyr His Ser Trp Arg Arg His Ser Thr Ser Leu Pro Asn Pro 

515 520 525 

Leu Leu Arg Asp Cys Ser Asn Lys His He Lys Asp Met Met Leu Met 

530 535 540 

Ser Leu Ser Cys Met Glu Leu Gin Leu Asp Gin Trp Leu Leu Thr Lys 
545 550 555 560 

Gly Arg Ser Ser Ala Val Ser, Pro Arg Asn Cys, Pro Ala Gly Met Val 

565 570 575 

Asn Gly Arg Phe Gly Pro Asp Phe Pro Gly Thr His Cys Leu Gly Asp 

580 585 590 

Leu Leu Gin Leu Ser Phe Ala Ser Ser Gin Arg Asp Leu Phe Glu Asp 

595 600 605 

Gly Trp Leu Glu Phe Val Val Arg Val Tyr Trp Leu Lys Ala Arg Phe 

610 615 620 

Leu Ala Leu Gin Gly Asp Met Glu Gin Ala Leu Glu Asn Tyr Asp He 
625 630 635 640 

Cys Thr Glu Met Leu Gin Ser Ser Thr Ala He Gin Val Glu Ala Gly 

645 650 655 

Ala Glu Arg Arg Asp He Val He Arg Leu Pro Asn Leu His Asn Asp 

660 665 670 

Ser Val Val Ser Leu Glu Glu He Asp Lys Asn Leu Lys Ser Leu Glu 

675 680 685 

Arg Cys Gin Ser Leu Glu Glu He Gin Arg Leu Tyr Glu Ala Gly Asp 

690 695 700 

Tyr Lys Ala Val Val His Leu Leu Arg Pro Thr Leu Cys Thr Ser Gly 
705 710 715 720 

Phe Asp Arg Ala Lys His Leu Glu Phe Met Thr Ser He Pro Glu Arg 

725 1 730 735 

Pro Ala Gin Leu Leu Leu Leu Gin Asp Ser Leu Leu Arg Leu Lys Asp 

740 745 750 

Tyr Arg Gin Cys Phe Glu Cys Ser Asp Val Ala Leu Asn Glu Ala Val 

755 760 765 

Gin Gin Met Val Asn Ser Gly Glu Ala Ala Ala Lys Glu Glu Trp Val 

770 775 780 

Ala Thr Val Thr Gin Leu Leu Met Gly lie Glu Gin Ala Leu Ser Ala 
785 790 795 800 

Asp Ser Ser Gly Ser He Leu Lys Val Ser Ser Ser Thr Thr Gly Leu 

805 810 815 

Val Arg Leu Thr Asn Asn Leu lie Gin Val lie Asp Cys Ser Met Ala 

820 825 830 

Val Gin Glu Glu Ala Lys Glu Pro His Val Ser Ser Val Leu Pro Trp 

835 840 845 

He He Leu His Arg lie lie Trp Gin Glu Glu Asp Thr Phe His Ser 
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<400> 3998 

Met lie Arg lie Ala Ala Leu Asn Ala Ser Ser Thr lie Glu Asp Asp 

15 10 15 

His Glu Gly Ser Phe Lys Ser His Lys Thr Gin Thr Lys Glu Ala Gin 

20 25 30 

Glu Ala Glu Ala Phe Ala Leu Tyr His Lys Ala Leu Asp Leu Gin Lys 

35 40 45 

His Asp Arg Phe Glu Glu Ser Ala Lys Ala Tyr His Glu Leu Leu Glu 

50 55 60 

Ala Ser Leu Leu Arg Glu Ala Val Ser Ser Gly Asp Glu Lys Glu Gly 
65 70 75 - - 80 

Leu Lys His Pro Gly Leu He Leu Lys Tyr Ser Thr Tyr Lys Asn Leu 

85 -90 95 

Ala Gin Leu Ala Ala Gin Arg Glu Asp Leu Glu Thr Ala Met Glu Phe 

100 105 110 

Tyr Leu Glu Ala Val Met Leu Asp Ser Thr Asp Val Asn Leu Trp Tyr 

115 120 125 

Lys He Gly His Val Ala Leu Arg Leu He Arg He Pro Leu Ala Arg 

130 135 140 

His Ala Phe Glu Glu Gly Leu Arg Cys Asn Pro Asp His Trp Pro Cys 
145 150 155 160 

Leu Asp Asn Leu He Thr Val Leu Tyr Thr Leu Ser Asp Tyr Thr Thr 

165 170 175 

Cys Leu Tyr Phe He Cys Lys Ala Leu Glu Lys Asp Cys Arg Tyr Ser 

180 185 190 

Lys Gly Leu Val Leu Lys Glu Lys He Phe Glu Glu Gin Pro Cys Leu 

195 200 205 

Arg Lys Asp Ser Leu Arg Met Phe Leu Lys Cys Asp Met Ser He His 

210 215 220 

Asp Val Ser Val Ser Ala Ala Glu Thr Gin Ala He Val Asp Glu Ala 
225 230 235 240 

Leu Gly Leu Arg Lys Lys Arg Gin Ala Leu He Val Arg Glu Lys Glu 

245 250 255 

Pro Asp Leu Lys Leu Val Gin Pro He Pro Phe Phe Thr Trp Lys Cys 

260 265 270 

Leu Gly Glu Ser Leu Leu Ala Met Tyr Asn His Leu Thr Thr Cys Glu 

275 280 285 

Pro Pro Arg Pro Ser Leu Gly Lys Arg He Asp Leu Ser Asp Tyr Gin 

290 295 300 

Asp Pro Ser Gin Pro Leu Glu Ser Ser Met Val Val Thr Pro Val Asn 
305 310 315 320 

Val lie Gin Pro Ser Thr Val Ser Thr Asn Pro Ala Val Ala Val Ala 

325 330 335 

Glu Pro Val Val Ser Tyr Thr Ser Val Ala Thr Thr Ser Phe Pro Leu 

340 345 350 

His Ser Pro Gly Leu Leu Glu Thr Gly Ala Pro Val Gly Asp He Ser 

355 360 365 

Gly Gly Asp Lys Ser Lys Lys Gly Val Lys Arg Lys Lys He Ser Glu 

370 375 380 

Glu Ser Gly Glu Thr Ala Lys Arg Arg Ser Ala Arg Val Arg Asn Thr 
385 390 395 400 

Lys Cys Lys Lys Glu Glu Lys Val Asp Phe Gin Glu Leu Leu Met Lys 

405 410 415 

Phe Leu Pro Ser Arg Leu Arg Lys Leu Asp Pro Glu Glu Glu Asp Asp 
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gtgaagttct gccaggtcca tcttggggct gccgcccaga gacaggcctc gggggacacc 
6120 

cccaccactc caaagcaccc caaagacagc cgagagaact tctttcctgt gacagtggtg 
6180 

cccacagccc ctgaccctgt gccagctgac tctgtccagc ggcccagtga tgctcacacc 
6240 

aagcctcgcc ctgcactagc tgccgccaca actattatca cctgccctcc gtcagcatca 
6300 

gcttccaccc tggaccagtc caaggaccct gggcctcccc ggccacacag gcctgaagct 
6360 

acccccagca tggcctctct gggcccagag ggagaagagc tggcgagagt ggcagagggc 
6420 

accagcttcc cgcctcagga gccacggcac agtccgcagg tgaagatggc ccccacaagt 
6480 

tccccggcag agccacactg ctggccggca gaggctgccc tgggcacagg cgctgagccc 
6540 

acctgcagcc aggaggggaa actgaggcct gagccgagaa gggatgggga ggctcaggag 
6600 

gctgcgagtg agactcagcc cctgagctct cccccaacag ctgccagctc caaggccccc 
6660 

agcagtggga gtgcccagcc accagagggt cacccaggca agcctgagcc cagccgggct 
6720 

aagtcccgcc ccctgcccaa catgccaaag ctggtcatcc cctccgccgc caccaagttc 
6780 

ccccctgaga tcaccgtcac gccacccacc ccaaccctgc tctcccccaa aggcagcatc 
6840 

tcggaggaga ccaagcagaa gctgaagtca gccatccttt ctgcccagtc tgctgccaac 
6900 

gtgaggaagg agagcctatg ccagccagcc ctggaggtcc tggagacatc cagccaggag 
6960 

tcctcgctgg agagcgagac agacgaggac gacgactaca tggacatttg aggggccact 
7020 

gcagccccac cgccacgccc caggggacca gccaggcctg gaatgccccc tgggcaggac 
7080 

cctgggcagg accagaggcc cacatggatg ccactcccca cacagccccc aggcctgccc 
7140 

agcccacctc ctcatggcat cctccctgta cccaggtcag gctgtccaca ccacatggga 
7200 

gcccagagga ggaggggccc gccttagcca tgtgaaggtg gattggtcgc catctgcacg 
7260 

ccaggcggca tccttttcta tgaagtgttg actttgtaaa tctgcccaca cccagctggc 
7320 

catatccacc cctcgacgcc gggatgagcc ggctctgcct gtgtcacagt ggaggggtcc 
7380 

tttagggcca ggctcacccc tcaccctttt tttggttgct tttctaataa agatggaaca 
7440 

gttaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaa 
7484 

<210> 3998 
<211> 2220 
<212> PRT 

<213> Homo sapiens 
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ccccaccagc aggcaacgcc 
4500 

gactctagct caacgcagga 
4560 

aaatcctaca cagagaagag 
4620 

gatcttcagg gggccacaga 
4680 

ggcttccggg ctgcagagca 
4740 

tgcatccctg gcaagccctc 
4800 

gacctcccag gggagccagt 
4860 

cggcagtttc tcacagagca 
4920 

cagcactata agagtctcta 
4980 

aacctccagt gggcccgcga 
5040 

cacatgccgg cacaggggct 
5100 

tggcggatcc ccgtggacga 
5160 

tccatcgtgc tgctgctcaa 
5220 

gtgtcctcca tgcttcagcg 
52B0 

cgccaggtcc tggcgcagcg 
5340 

agcgagctcg cagaggggtc 
5400 

aggatgacca ccgatgtctc 
5460 

cagccgaaga agccccctct 
5520 

gtgggcctcc tcaaccaccg 
5580 

ggggagcgga aggataaaga 
5640 

gaggccactg tttgccactc 
5700 

gcaagggacc ggggccccga 
5760 

agtgcccggc agcagcccac 
5820 

gccaccacca cagggaccag 
5880 

cgcaagagga agctcctgga 
5940 

cgtgtgtggc agcagggcca 
6000 

atgtcggaga cctacatgct 
6060 



ggacgaccga agccaggaca 
cttctttaat gagcccacca 
gctgcccatt ctcagttccc 
agaaagagga aaaaacgagg 
aggtgtccag aagcctgctg 
agcatccaca cccaccctgt 
ggccttcccc caggggctgc 
gtgcatcgcc tccttccgcc 
ccgtctggcc ttcctctaca 
cgtgttgcta ggcagcagta 
cttctgcgag aggaacaaga 
gattgaccgg ccgggcagct 
ggtgctggcc cagctgcggg 
gaccccagac cagggcaaga 
ggccttcatc ctcactgtga 
agaacgccca gggcccaagg 
acacaaggcc agtcctgagg 
ggctgatggc tcagggccag 
gcctgtggcc atggatgcag 
gagcccacgg gcagggccca 
agacttggag cggacaccac 
gagccggccc actgagctgt 
cccgctcacc -ccagcccagc 
ggcagggggc cacccggagg 
ggacacagag tcaggcaaga 
gaagggtgtg gcctatgacc 
catcaagcag gtggatgagg 



gcacagccgt agcactctca 
gcttactgga aggctccagg 
aagcaggagc gacgggtaaa 
agtcattgga gagtacagaa 
cagaaacccc agcctctgct 
gggatgggaa gaagagaggg 
cggctggtgc tgaggagcag 
tgtgcctgag ccgcttcccc 
cctacagcaa gacccaccgg 
tcccgtggca acaactgcag 
ccaatttctt caacggcatc 
ttgcctggca catgaaccgc 
accacagcac cctgctgaag 
agtatctgcg agatgctgac 
aggtgctcga agacacgctg 
tctgtggcct ccccggagcc 
atggccagga gggcctcccc 
ggcccgagcc aggaggcaaa 
gagacagtgc agaccaaagc 
ctgagcccat ggacacgagt 
ccctgctgcc aggtcgcccc 
ccctggagga gctgagcatc 
cagcccccgc ccccgccccc 
agccgctctc ccggctcagc 
cacttctgtt ggatgcctac 
tgggccgtgt ggagaggatc 
aggctgcgct ggagcaggct 
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caggtcattg actgcagcat 
2880 

gtgctaccct ggatcattct 
2940 

ctgtgccacc agcagcagct 
3000 

ctcccatcct ccctcatgct 
3060 

tgctgcaatt cagatggggc 
3120 

gctgcatcca cctctgaaga 
3180 

cagtgcttct actgcctgta 
3240 

gaacactcgg cccagcaggt 
3300 

tttaagccca agacccttcc 
3360 

ttggccaacc tactgaagag 
3420 . 

agcctggaca aagtctctgc 
3480 

9 a 99999 ct 9 acccctcccc 
3540 

catttcaaaa acaaggagca 
3600 

tgccccaata ggtttgattc 
3660 

gacaagctga actccaatga 
3720 

gtcttgaact gcttccgtcg 
3780 

gagtatggca ccatgtccta 
3840 

agaggcgagc tgccccctga 
3900 

gagacagcca agcactgttt 
3960 

gagtggctca tccactacat 
4020. 

gtttacttgc tgcactacag 
4080 

cccaagaaga tccactacca 
4140 

tttcggctcc atgcttccat 
4200 

gaggtcctgg tcaactttat 
4260 

aagaacacac ccaaagcttc 
4320 

tcttcagctg ggacactgcc 
4380 

ctgacatccc caccttacac 

4440 



ggctgtgcag gaggaggcca 
acaccggatc atctggcagg 
ccaaaaccca gcggaggaag 
gctgaacaca gcccacgagt 
tctgctgcga ttctatgtgc 
cacgcaccct tacaaggagg 
cagcttcccc agcaagaaga 
ggatcttata tgggaggatg 
tgaatttgac agctataaga 
aattgccacc attgtgcctc 
ctacattgag ggaacttcaa 
tccagtggtg aacgagcttt 
gtccaaggcc atcaagttct 
ctgggcaggc atggctctgg 
gctgaagagt gatgggccca 
ggccctggag attgacagct 
tgccttgcac tcattcgcct 
gctcgtgcag cagatggagg 
cacatcagca gcccgctgcg 
gctgggcaag gtggctgaga 
gcaggctggc cactacctgc 
caacccacct gagctggcca 
cctgaagctc ctggggaagc 
gaaggaggct gcagaaggac 
agaaaaggag aaggcctgcc 
gggccccgga gcctccctcc 
agccactccg attgaccacg 



aggagcccca cgtctcttca 
aggaagacac cttccattct 
ggatgtcaga gacgcccatg 
atttgggcag aaggtcctgg 
gagtactcca gaaggaactg 
agctggagac agccttggag 
gtaaggccag gtacctggag 
cactgttcat gtttgagtat 
ccagcaccgt gtctgctgac 
gcacagagag gccagccctt 
ctgaggtacc ctgcctccca 
actacctcct ggctgattat 
acatgcatga catctgcatc 
cccgggccag ccgcattcag 
tttggaagca tgccacgccc 
ccaacttgtc cctatggatt 
cacgtcaatt gaagcagtgg 
gccggcgcga cagcatgcta 
agggtgatgg tgacgaggag 
agcagcagca gccacccacc 
acgaggaggc tgcccgctac 
tggaggccct ggaggtgtac 
ccgattctgg ggttggtgca 
cctttgccag gggcgaggag 
tggtggacga ggactcccac 
cctcctcctc tggcccaggt 
attacgtcaa atgtaaaaaa 
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accacctgtg agcccccacg tcccagcctt 
1260 

gaccccagcc agcctcttga gtcctccatg 
1320 

agcactgtca gcaccaaccc agctgtggct 
1380 

gtggctacaa ccagcttccc actgcacagt 
1440 

ggtgatattt ctgggggaga taaatccaag 
1500 

gagagtggag aaacagcaaa gcggcggtct 
1560 

gaagagaaag tagacttcca ggagcttctg 
1620 

ctggaccctg aggaggaaga tgattccttt 
1680 

ctggaaagct tcccaagcat tgggcctcaa 
1740 

gaatctgaaa agcaggacgt gcatgagttc 
1800 

ctggagctga tgatgcgcta cctgaaagcc 
1860 

ccaggcttgg cggaggtcgt gctcagcgtc 
1920 

ctgcccaacc cgctgctgag ggactgcagc 
1980 

tctctctcct gcatggaact ccagctggac 
2040 

gcagtgtctc ctcggaactg ccctgctggt 
2100 

ccagggaccc actgcctggg tgacctccta 
2160 

ctgttcgagg atggttggct ggagtttgtg 
2220 

ctggcgctgc agggagacat ggagcaggcc 
2280 

ctccagagtt ccaccgccat ccaggtggag 
2340 

cggctgccca acctccataa tgactctgtg 
2400 

aagtcgctgg agcggtgcca gtccctggag 
2460 

tacaaggctg ttgtgcatct gctccgcccc 
2520 

aaacacctgg agtttatgac ttccattcct 
2580 

gactccttgc tccggctgaa ggactatcgg 
2640 

aacgaggctg tccagcagat ggtgaactca 
2700 

gccacagtga cccaactgct gatgggcatc 
2760 

agcatcctga aggtatcatc ctccaccact 
2820 



ggcaaaagga ttgatttgtc ggactaccag 
gtggtgacgc cagttaacgt gatccagcca 
gtcgccgagc ctgtggtctc ctacacctct 
cctggtctgt tggagacagg cgctcctgtg 
aaaggggtaa aacggaagaa gatttcagaa 
gcccgtgtcc gaaacaccaa gtgcaaaaaa 
atgaagttct tgccgtccag gttaagaaag 
aataactatg aagtccagtc agaagccaaa 
aggctgtcat ttgactcagc cacattcatg 
ctgctggaga acctaaccaa cgggggcatc 
atgggccaca agttcttggt aaggtggcct 
taccacagct ggaggaggca cagcaccagc 
aacaagcaca tcaaggacat gatgctgatg 
cagtggctgc tgaccaaagg cagaagctct 
atggtgaatg gcagatttgg acctgacttc 
cagctgtcat ttgcctcgtc ccagcgcgac 
gtccgtgttt actggctgaa ggctcgcttc 
ctggagaact atgacatctg cacagaaatg 
gcaggggctg aacgaagaga cattgtcatc 
gtttccctgg aggagattga taagaacctg 
gagattcagc ggctgtatga agcaggcgac 
actttgtgca ccagtgggtt tgaccgggcc 
gagaggccag cccagctgct tcttctgcag 
cagtgttttg agtgttccga tgtggctctg 
ggtgaggctg ccgccaagga ggagtgggtg 
gagcaggccc tctctgcgga cagcagtggt 
ggccttgtgc ggctcaccaa caacctcatc 
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180 185 190 

Val Pro Leu Glu lie Pro Glu Phe Asp Leu Leu Asp Gin Asp Ser Leu 

195 200 205 

His Glu Ser Gin Glu Gin Thr Leu Met Glu Glu Ala Pro Pro Arg Ala 

210 215 220 

Gin His Ser Tyr Lys Tyr Leu Gly Phe Gly Glu 
225 230 235 

<210> 3997 
<211> 7484 
<212> DNA 

<213> Homo sapiens 
<400> 3997 

nncgcaaggc tgggttacgt gaggaagctg ggggtttcgc gggcagcttt agagccccag 
60 

tcagggaaac cgaggccggg cttcctggct gcctcgcgag cctcttcatg gctctcgccg 
120 

ccgccctgag gtgcctagaa tgggttccgg cctccgggga ggttcccagt aaccgcagga 
180 

gccaccattg atttggcgtc tgctgggtgc aaagcccagc gcgctaaccc tttactcgcg 
240 

acctttcgct tcaccttcac agcagccctg cgaggagagt tgtggactgg ggcaaccttt 
300 

gccagtgatg agaagtgatg ctcgtggcag tgctgaatct ctctgaatat gattcgaatt 
360 

gcagccttaa atgccagctc caccattgag gatgatcatg aaggaagctt taaaagtcac 
420 

aaaacccaga caaaggaggc tcaggaagca gaggcttttg cattgtacca caaggccctt 
480 

gatctgcaga aacatgaccg gtttgaggag tctgccaaag cctaccatga gctcttggag 
54 0 

gcgagcctgc tgcgggaggc agtttcatcc ggtgatgaga aagaggggtt gaaacaccct 
600 

gggctgatac tgaaatat'tc cacttataag aacttggccc agctggcagc ccagcgggag 
660 

gatctggaga cagccatgga gttctactta gaggcagtga tgctggactc cacagatgtc 
720 

aacctctggt ataagattgg acatgtggcc ctgaggctca tccggatccc cctggctcgc 
780 

catgcttttg aggaagggct gcggtgcaat cctgaccact ggccctgttt ggataaccta 
840 

atcactgtcc tgtacaccct cagtgattac acaacatgtc tgtacttcat ctgcaaagct 
900 

ttggagaagg attgccggta cagcaaaggg ctggtcctca aggagaagat ttttgaggag 
960 

cagccttgtc tccggaagga ctctctcaga atgttcctca aatgtgacat gtcgattcac 
1020 

gatgtttcgg tgagtgcagc tgagacacag gcgattgtag atgaggcctt ggggctgcga 
1080 

aaaaagaggc aagcgctgat tgtgcgggag aaggagccgg acctgaaact tgtgcagccc 
1140 

attcctttct tcacctggaa gtgcctcgga gagagcttgc tggccatgta caatcatctc 
1200 
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<400> 3995 

nacgcgtgaa ggggacccgc ' tgccaaccag cccggctggc ggggggagct gcaggaggaa 
60 

ggtgctgtgg ggggagcggc cgcggagact ggcaggcggg accgctcaag cagtgtgagg 
120 

cggacccagg ccattcggag acgccacaat gcaggcagca accccacccc tccagcctct 
180 

gtcatgggct cgccgcccag cagcctgcag gaagctcagc ggggccgggc tgcctcccac 
240 

tcccgggcgc tgacgctgcc ctctgcgctg catttcgcct cttcactgtt gctcacccgg 
300 

gccggtgcca atgtgcatga ggcctgcacc tttgatgaca cttctgaggg tgctgtgcac 
360atgagagcgg tgtgcggcgt tcctacacct ttggcctggc tggaggcggc 420 
tacgagaacc ctgtagggca gcaaggggag cagacagcta atggagcctg ggaccgacac 
480 

tcgcattcct ccagcttcca ctcggctgat gtccctgagg ctacaggcgg cctgaacctg 
540 

ctgcagccga ggcctgtggt tctgcagggc atgcaggtgc gccgggtgcc cctggagatc 
600 

ccggagtttg acctgctgga ccaggactcc ctgcacgaat cccaggagca gacactgatg 
660 

gaagaagcgc caccccgggc ccagcatagt tacaagtact tgggcttcgg agaga 
715 

<210> 3996 
<211> 235 
<212> PRT 

<213> Homo sapiens 



<400> 3996 



Arg Gly 


Pro 


Ala 


Ala 


Asn 


Gin 


Pro 


Gly Trp 


Arg 


Gly 


Glu 


Leu 


Gin 


Glu 


l 






5 










10 










15 




Glu Gly 


Ala 


Val 


Gly 


Gly 


Ala 


Ala 


Ala 


Glu 


Thr 


Gly 


Arg 


Arg 


Asp 


Arg 






20 










25 










30 






Ser Ser 


Ser 


Val 


Arg 


Arg 


Thr 


Gin 


Ala 


lie 


Arg 


Arg 


Arg 


His 


Asn 


Ala 




35 










40 










45 








Gly Ser 


Asn 


Pro 


Thr 


Pro 


Pro 


Ala 


Ser 


val 


Met 


Gly 


Ser 


Pro 


Pro 


Ser 


50 










55 










60 










Ser Leu 


Gin 


Glu 


Ala 


Gin 


Arg 


Gly 


Arg 


Ala 


Ala 


Ser 


His 


Ser 


Arg 


Ala 


65 








70 










75 










80 


Leu Thr 


Leu 


Pro 


Ser 


Ala 


Leu 


His 


Phe 


Ala 


Ser 


Ser 


Leu 


Leu 


Leu 


Thr 








85 










90 










95 




Arg Ala 


Gly 


Ala 


Asn 


val 


His 


Glu 


Ala 


Cys 


Thr 


Phe 


Asp 


Asp 


Thr 


Ser 




100 










105 










110 






Glu Gly 


Ala 


val 


His 


Tyr 


Phe 


Tyr 


Asp 


Glu 


Ser 


Gly 


Val 


Arg 


Arg 


Ser 




115 










120 










125 








Tyr Thr 


Phe 


Gly 


Leu 


Ala 


Gly 


Gly 


Gly Tyr 


Glu 


Asn 


Pro 


Val 


Gly 


Gin 


130 










135 










140 










Gin Gly 


Glu 


Gin 


Thr 


Ala 


Asn 


Gly 


Ala 


Trp 


Asp 


Arg 


His 


Ser 


His 


Ser 


145 








150 










155 










160 


Ser Ser 


Phe 


His 


Ser 


Ala 


Asp 


Val 


Pro 


Glu 


Ala 


Thr 


Gly 


Gly 


Leu 


Asn 








165 










170 










175 




Leu Leu 


Gin 


Pro 


Arg 


Pro 


Val 


Val 


Leu 


Gin 


Gly 


Met 


Gin 


Val 


Arg 


Arg 
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35 

Pro Gin Cys Val Ser 
50 

Pro Ala Pro Pro Tyr 
65 

Val Val Asn Ser Gin 
85 

Tyr Pro Ser His Tyr 
100 

Thr Arg Glu Glu lie 
115 



40 

Arg Phe Val Arg Pro Pro 
55 

Leu Asp His Tyr Pro Pro 
70 75 
Tyr Gly Thr Gin Pro Gin 
90 

Asp Gly Arg Arg Val Tyr 
105 

Phe Arg Glu Ser Pro lie 
120 



45 

Pro Ser Ala Pro Glu 
60 

Tyr Leu Gin Glu Arg 
80 

Gin Tyr Pro Pro He 
95 

Pro Ala Pro Ser Tyr 
110 

Pro He Glu He 
125 



<210> 3993 

<211> 394 

<212> DNA 

<213> Homo sapiens 



<400> 3993 

nacgcgtggg ggaggactcg agaagccgcc gccgcagcac aaaggaacga gactagcgcc 
60 

gcggtcgcgt cccacaggct gccgagcgga gcgcgcacag agggggccaa cattaacaaa 
120 

ccggattgtg agggtgaaac tcccattcac aaggcagctc gctctgggag cctagaatgc 
180 

atcagtgccc ttgtggcgaa tggggctcac gtcgagtaag tgtctttcgt ttattctttc 
240 

cagctaaaga tgtagttgag gatgttttgt ttaaaggcag tacataagca ggcaaaagtc 
300 

ctaaaacttt gttttcaaaa ttagtaatgt aattttgcct tttagaacag ttggtgttag . 
360 

tgaggaaaat tgtgtggatt aaattgatct ccag 
394 

<210> 3994 
<211> 72 
<212> PRT 

<213> Homo sapiens 



<40O> 3994 

Xaa Ala Trp Gly Arg Thr Arg Glu 

1 5 
Glu Thr Ser Ala Ala Val Ala Ser 
20 

Thr Glu Gly Ala Asn He Asn Lys 

35 40 
He His Lys Ala Ala Arg Ser Gly 

50 55 
Val Ala Asn Gly Ala His Val Glu 
65 70 

<210> 3995 
<211> 715 
<212> DNA 

c213> Homo sapiens 



Ala Ala Ala Ala Ala Gin Arg Asn 

10 15 
His Arg Leu Pro Ser Gly Ala Arg 
25 30 
Pro Asp Cys Glu Gly Glu Thr Pro 
45 

Ser Leu Glu Cys He Ser Ala Leu 
60 
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785 


790 










795 






800 


Glu Arg Glu Glu 


Ser Thr 


Thr 


Gly 


Phe 


Asp 


Lys Ser Arg 


Leu 


Gly 


Thr 


805 








810 






815 




Lys Asp Phe Val 


Gly Pro 


Ser 


Glu 


Arg 


Gly 


Gly Gly Arg 


Ala Arg Gly 


820 








825 






830 






Thr Phe Gin Phe 


Arg Ala 


Arg 


Gly 


Arg 


Gly 


Trp Gly Arg 


Gly Asn 


Tyr 


835 






840 






845 








Ser Gly Asn Asn 


Asn Asn 


Asn 


Ser 


Asn 


Asn 


Asp Phe Gin 


Lys 


Arg 


Asn 


850 




855 








860 








Arg Glu Glu Glu 


Trp Asp 


Pro 


Glu 


Tyr 


Thr 


Pro Lys Ser 


Lys 


Lys 


Tyr 


865 


870 










875 






880 


Tyr Leu His Asp 


Asp Arg 


Glu 


Gly 


Glu 


Gly 


Ser Asp Lys 


Trp 


Val 


Ser 


885 








890 






895 




Arg Gly Arg Gly 


Arg Gly 


Ala 


Phe 


Pro 


Arg 


Gly Arg Gly 


Arg 


Phe 


Met 


900 








905 






910 






Phe Arg Lys Ser 


Ser Thr 


Ser 


Pro 


Lys 


Trp 


Ala His Asp 


Lys 


Phe 


Ser 


915 






920 






925 








Gly Glu Glu Gly 


Glu lie 


Glu 


Asp 


Asp 


Glu 


Ser Gly Thr 


Glu 


Asn 


Arg 


930 




935 








940 








Glu Glu Lys Asp 


Asn lie 


Gin 


Pro 


Thr 


Thr 


Glu 








945 


950 










955 









<210> 3991 

<211> 381 

<212> DNA 

<213> Homo sapiens 

<400> 3991 

nnttaccaac cactcagaat ggtacctcga ggttctcagt tatatccagc acaacagacg 
60 

gatgtttatt atcaggatcc tcgaggagca gctccgccat ttgaaccagc accttatcag 
120 

cagggtatgt attatactcc accaccacaa tgtgtgtccc gctttgtccg acctccacca 
180 

tctgctcctg aacctgctcc tccctacttg gatcattatc caccctacct ccaagaacgt 
240 

gttgtaaact ctcagtatgg cacacagcca cagcagtacc cacctatata cccatctcac 
300 

tatgatggcc gtcgagtgta ccctgctccg tcttacacaa gagaagagat attccgagaa 
360 

agccctatac ccattgagat t 
381 

<210> 3992 

<211> 127 

<212> PRT 

<213> Homo sapiens 

<400> 3992 

Xaa Tyr Gin Pro Leu Arg Met Val Pro Arg Gly Ser Gin Leu Tyr Pro 

15 10 15 

Ala Gin Gin Thr Asp Val Tyr Tyr Gin Asp Pro Arg Gly Ala Ala Pro 

20 25 30 

Pro Phe Glu Pro Ala Pro Tyr Gin Gin Gly Met Tyr Tyr Thr Pro Pro 
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355 360 365 

Lys Glu Lys He Lys Glu Lys Gly Ser Phe Ser Asp Thr Gly Leu Gly 

370 375 380 

Asp Gly Lys Met Lys Ser Asp Ser Phe Ala Pro Lys Thr Asp Ser Glu 
385 390 395 400 

Lys Pro Phe Arg Gly Ser Gin Ser Pro Lys Arg Tyr Lys Leu Arg Asp 

405 410 415 

Asp Phe Glu Lys Lys Met Ala Asp Phe His Lys Glu Glu Met Asp Asp 

420 425 430 

Gin Asp Lys Asp Lys Ala Lys Gly Arg Lys Glu Ser Glu Phe Asp Asp 

435 440 445 

Glu Pro Lys Phe Met Ser Lys Val He Gly Ala Asn Lys Asn Gin Glu 

450 455 460 

Glu Glu Lys Ser Gly Lys Trp Glu Gly Leu Val Tyr Ala Pro Pro Gly 
465 470 475 480 

Lys Glu Lys Gin Arg Lys Thr Glu Glu Leu Glu Glu Glu Ser Phe Pro 

. 485 490 495 

Glu Arg Ser Lys Lys Glu Asp Arg Gly Lys Arg Ser Glu Gly Gly His 

500 505 510' 

Arg Gly Phe Val Pro Glu Lys Asn Phe Arg Val Thr Ala Tyr Lys Ala 

515 520 525 

Val Gin Glu Lys Ser Ser Ser Pro Pro Pro Arg Lys Thr Ser Glu Ser 

530 535 540 

Arg Asp Lys Leu Gly Ala Lys Gly Asp Phe Pro Thr Gly Lys Ser Ser 
545 550 555 560 

Phe Ser He Thr Arg Glu Ala Gin Val Asn Val Arg Met Asp Ser Phe 

565 570 575 

Asp Glu Asp Leu Ala Arg Pro Ser Gly Leu Leu Ala Gin Glu Arg Lys 

580 585 590 

Leu Cys Arg Asp Leu Val His Ser Asn Lys Lys Glu Gin Glu Phe Arg 

595 600 605 

Ser He Phe Gin His He Gin Ser Ala Gin Ser Gin Arg Ser Pro Ser 

610 615 620 

Glu Leu Phe Ala Gin His He Val Thr He Val His His Val Lys Glu 
625 630 635 640 

His His Phe Gly Ser Ser Gly Met Thr Leu His Glu Arg Phe Thr Lys 

645 650 655 

Tyr Leu Lys Arg Gly Thr Glu Gin Glu Ala Ala Lys Asn Lys Lys Ser 

660 665 670 

Pro Glu He His Arg Arg He Asp He Ser Pro Ser Thr Phe Arg Lys 

675 680 685 

His Gly Leu Ala His Asp Glu Met Lys Ser Pro Arg Glu Pro Gly Tyr 

690 695 700 

Lys Ala Glu Gly Lys Tyr Lys Asp Asp Pro Val Asp Leu Arg Leu Asp 
705 710 715 720 

He Glu Arg Arg Lys Lys His Lys Glu Arg Asp Leu Lys Arg Gly Lys 

725 730 735 

Ser. Arg Glu Ser Val Asp Ser Arg Asp Ser Ser His Ser Arg Glu Arg 

740 745 750 

Ser Ala Glu Lys Thr Glu Lys Thr His Lys Gly Ser Lys Lys Gin Lys 

755 760 765 

Lys His Arg Arg Ala Arg Asp Arg Ser Arg Ser Ser Ser Ser Ser Ser 

770 775 780 

Gin Ser Ser His Ser Tyr Lys Ala Glu Glu Tyr Thr Glu Glu Thr Glu 
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ccaggtgccc atgaaaaagt gg 
4522 

<210> 3990 
<211> 955 
<212> PRT 

<213> Homo sapiens 
<400> 3990 

Met Ser Lys Thr Asn Lys Ser Lys Ser Gly Ser Arg Ser Ser Arg Ser 

15 10 15 

Arg Ser Ala Ser Arg Ser Arg Ser Arg Ser Phe Ser Lys Ser Arg Ser 

20 25 30 

Arg Ser Arg Ser Leu Ser Arg Ser Arg Lys Arg Arg Leu Ser Ser Arg 

35 40 45 

Ser Arg Ser Arg Ser Tyr Ser Pro Ala His Asn Arg Glu Arg Asn His 

50 55 60 

Pro Arg Val Tyr Gin Asn Arg Asp Phe Arg Gly His Asn Arg Gly Tyr 
65 70 75 80 

Arg Arg Pro Tyr Tyr Phe Arg Gly Arg Asn Arg Gly Phe Tyr Pro Trp 

-85 90 95 

Gly Gin Tyr Asn Arg Gly Gly Tyr Gly Asn Tyr Arg Ser Asn Trp Gin 

100 105 110 

Asn Tyr Arg Gin Ala Tyr Ser Pro Arg Arg Gly Arg Ser Arg Ser Arg 1 

115 120 125 

Ser Pro Lys Arg Arg Ser Pro Ser Pro Arg Ser Arg Ser His Ser Arg 

130 135 140 

Asn Ser Asp Lys Ser Ser Ser Asp Arg Ser Arg Arg Ser Ser Ser Ser 
145 150 155 160 

Arg, Ser Ser Ser Asn His Ser Arg Val Glu Ser Ser Lys Arg Lys Ser 

165 170 175 

Ala Lys Glu Lys Lys Ser Ser Ser Lys Asp Ser Arg Pro Ser Gin Ala 

180 185 190 

Ala Gly Asp Asn Gin Gly Asp Glu Val Lys Glu Gin Thr Phe Ser Gly 

195 200 205 

Gly Thr Ser Gin Asp Thr Lys Ala Ser Glu Ser Ser Lys Pro Trp Pro 

210 215 220 

Asp Ala Thr Tyr Gly Thr Gly Ser Ala Ser Arg Ala Ser Ala Val Ser 
225 230 235 240 

Glu Leu Ser Pro Arg Glu Arg Ser Pro Ala Leu Lys Ser Pro Leu Gin 

245 ^ 250 255 

Ser Val Val Val Arg Arg Arg Ser Pro Arg Pro Ser Pro Val Pro Lys 

260 265 270 

Pro Ser Pro Pro Leu Ser Ser Thr Ser Gin Met Gly Ser Thr Leu Pro 

275 280 285 

Ser Gly Ala Gly Tyr Gin Ser Gly Thr His Gin Gly Gin Phe Asp His 

290 295 300 

Gly Ser Gly Ser Leu Ser Pro Ser Lys Lys Ser Pro Val Gly Lys Ser 
305 310 315 320 

Pro Pro Ser Thr Gly Ser Thr Tyr Gly Ser Ser Gin Lys Glu Glu Ser 

325 330 335- 

Ala Ala Ser Gly Gly Ala Ala Tyr Thr Lys Arg Tyr Leu Glu Glu Gin 

340 345 350 

Lys Thr Glu Asn Gly Lys Asp Lys Glu Gin Lys Gin Thr Asn Thr Asp 
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aagtgggtga gccggggccg gggccgagga 
2940 

ttccggaaat caagtaccag ccccaagtgg 
3000 

gagattgaag acgacgagag tgggacagag 
3060 

acaaccgagt aggggccacc cttgacggga 
3120 

gatggctggt gaggagctta acagaggaac 
3180 

ccccccacca gccgcacaga ttgtactacc 
3240 

tggacagagg aggctggcca tggggcccag 
3300 

acgcattggg ctttagctgt ttttctcatt 
3360 

ggcgggagag tgatgcttgg atttttgttt 
3420 

ttcatttcat ttggagctaa gatgactaat 
3480 

ctgattttaa aagccccctc cttttttttt 
3540 

aatattagaa acatttaatt tgggaaactt 
3600 

gaataaactt tgaagtgttc acctcagttt 
3660 

ccggttttgt atgtcaagga ggagtttaag 
3720 

ctgcgcagcc atgtatcacg tggagttgct 
3780 

tatttcctga tttcttctgg gctggacttc 
3840 

aaactttcta gtcctgctga tcctcccagc 
3900 

gtctgttttc taagaaactt atgaattcta 
3960 

aatatttttt attaatcttt ttataaaatg 
4020 

gtggttatgg ctgggtggtt caggggtttt 
4080 

tttaacctta agctgtttaa gttgaagcat 
4140 

aaaatgggtc cttgtgcttg ccttctgggg 
4200 

atttatgcat atgttatatg cggactgcac 
4260 

ggttgttgtg ctgctttccc cttactttgc 
4320 

gaatgattca tgtttagggg gaaaatgaaa 
4380 

tgcaaataaa ataaatgaag tggcagatgt 
4440 

cagcagaatt ttttttcttt aagtagactg 
4500 



gcctttcctc ggggtcgggg ccggttcatg 
gcccatgaca agttcagtgg ggaggaaggg 
aaccgagaag agaaggacaa tatacagccc 
ttcctgccca ggggagagag gcgctgggaa 
ctcaagaaga ttctgaaaat cctaccccca 
gcgagaggca tccctggcgc tgtctcccac 
gggtcaggcc cagcttttga gcagaataca 
tgttggtgtg tggggtgggg gcaagggtag 
cctattagaa accaacagtt ttgttctaat 
ttgatgattt tcgatctctt ttcccctgtc 
tttttttttc tttttttagg catatgtagt 
tgattcttga aagagaaaac aaaagcatgt 
gggaccaaac tgcttggatc tttgtaaaaa 
gcctttccga ccaccttgtg ttcccctttt 
ccttaccaca cctcacgtgc ccctgagccc 
cccgttctcc accagcagct ccagtatccc 
aacggggtgg aaactggagg gcagtgtctg 
ttatctttac aaatatgaga aaattttttc 
aaaagaaact cctatgatcg attaaggaag 
tttgggtttc tttttttttt tctttgtctt 
tctcagatgt ttggggggaa acatcctctt 
aggcggtcct gagcaggtga atcataaggc 
ccacctctcc cccccagcct ttgcctcttg 
tacatttcta tagttaagtt ggttttactt 
atctccctta aaatttgttt caactcctcc 
aaaaaaaaaa aaagagaaga gaagagatcc 
acaaacagat tgtttctgcc tctgctgctg 
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aagacagaga atggaaaaga taaggaacag aaacaaacaa ataccgataa agaaaaaata 
1320 

aaagagaaag ggagcttctc tgacacaggc ttgggtgatg gaaaaatgaa atctgattct 
1380 

tttgctccca aaactgattc tgagaagcct tttcggggca gtcagtctcc caaaaggtat 
1440 

aagctccgag atgactttga gaagaagatg gctgacttcc acaaggagga gatggatgat 
1500 

caagataagg acaaagctaa gggaagaaag gaatctgagt ttgatgatga acccaaattt 
1560 

atgtctaaag tcataggtgc aaacaaaaac caggaggagg agaagtcagg caaatgggag 
1620 

ggcctggtat atgcacctcc agggaaggaa aagcagagaa aaacagagga gctggaggag 
1680 

gagtctttcc cagagagatc caaaaaggaa gatcggggca agagaagcga aggtgggcac 
1740 

aggggctttg tgcctgagaa gaatttccga gtgactgctt ataaagcagt ccaggagaaa 
1800 

agctcatcac ctcccccaag aaagacctct gagagccgag acaagctggg agcgaaagga 
1860 

gattttccca caggaaagtc ttccttttcc attactcgag aggcacaggt caatgtccgg 
1920 

atggactctt ttgatgagga cctcgcacga cccagtggct tattggctca ggaacgcaag 
1980 

ctttgccgag atctagtcca tagcaacaaa aaggaacagg agtttcgttc cattttccag 
2040 

cacatacaat cagctcagtc tcagcgtagc ccctcagaac tgtttgccca acatatagtg 
2100 

accattgttc accatgttaa agagcatcac tttgggtcct caggaatgac attacatgaa 
2160 

cgctttacta aatacctaaa gagaggaact gagcaggagg cagccaaaaa caagaaaagc 
2220 

ccagagatac acaggagaat agacatttcc cccagtacat tcagaaaaca tggtttggct 
2280 

catgatgaaa tgaaaagtcc ccgggaacct ggctacaagg ctgagggaaa atacaaagat 
2340 

gatcctgttg atctccgcct tgatattgaa cgtcgtaaaa aacataagga gagagatctt ' 
2400 

aaacgaggta aatcgagaga atcagtggat tcccgagact ccagtcactc aagggaaagg 
2460 

tcagctgaaa aaacagagaa aactcataaa ggatcaaaga aacagaagaa gcatcggaga 
2520 

gcaagagaca ggtccagatc ctcctcctct tcctcccagt catctcactc ctacaaagca 
2580 

gaagagtaca ctgaagagac agaggaaaga gaggagagca ccacgggctt tgacaaatca 
2640 

agactgggga ccaaagactt tgtgggtcca agtgaaagag gaggtggcag agctcgagga 
2700 

acctttcagt ttcgagccag aggaagaggc tggggcagag gcaactactc tgggaacaat 
2760 

aacaacaaca gcaacaacga ttttcaaaaa agaaaccggg aagaggagtg ggacccagag 
2820 

tacacaccca aaagcaagaa gtattacttg catgatgacc gtgaaggcga aggcagtgac 
2880 
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1780 1785 - 1790 

Lys Phe Asp Phe Glu Asp Asp Gin His Lys lie Pro Cys His Cys Gly 

1795 1800 1805 

Ala Val Asn Cys Arg Lys Trp Met Asn 
1810 1815 

<210> 3989 

<211> 4522 

<212> DNA 

<213> Homo sapiens 

<400> 3989 

nnggcacgag cgaggttcgg gctggttgtt ccgttgcgag ctgcagctgc gatctctgtg 
60 

gtaggcccag aagtgtatgc tgacttgtaa agtgaagaag ccagtggtgc tgcgggtgtt 
120 

cttttggggt agtgtctggg atccagtacg agttgaatca ttgttcaaat aaggtgtaat 
180 - 

tgaaaagtga tcctctcttc agagatgtca aaaacaaaca aatccaagtc tggatctcgc 
240 

tcttctcgct caagatctgc atcaagatct cgttctcgtt cattttcgaa gtctcggtcc 
300 

cgaagccgat ctctctctcg ttcaaggaag cgcaggctga gttctaggtc tcgttccaga 
360 

tcatattctc cagctcataa cagagaaaga aaccacccaa gagtatatca gaatcgggat 
420 

ttccgaggtc acaacagagg ctatagaagg ccctattatt tccgtgggcg taacagaggc 
480 

ttttatccat ggggccaata taaccgagga ggctatggaa actaccgctc aaattggcag 
540 t 
aattaccggc aagcatacag tcctcgtcga ggccgttcaa gatcccggtc cccaaagaga 
600 

aggtcccctt caccaaggtc caggagccat tctagaaact ctgataagtc gtcttctgac 
660 

cggtcaaggc. gctcctcatc ctcccgttct tcctccaacc atagccgagt tgaatcttct 
720 

aagcgcaagt ctgcaaagga gaaaaagtcc tcttctaagg atagccggcc atctcaggct 
780 

gccggggata accagggaga tgaggtcaag gagcagacat tctctggagg cacctctcaa 
840 

gatacaaaag catctgagag ctcgaagcca tggccagatg ccacctacgg cactggttct 
900 

gcatcacggg cctcagcagt ttctgagctg agtcctcggg agcgaagccc agctctcaaa 
960 

agccccctcc agtctgtggt ggtgaggcgg cggtcacccc gtcctagccc cgtgccaaaa 
1020 

cctagtcctc cactttccag cacatcccag atgggctcaa ctctgccgag tggtgccggg 
1080 

tatcagtctg ggacacacca aggtcagttc gaccatggtt ctgggtccct gagtccatcc 
1140 

aaaaagagcc ctgtgggtaa gagtccacca tccactggct ccacatatgg ctcatctcag 
1200 

aaggaggaga gtgctgcttc aggaggagca gcctatacaa agaggtatct agaagagcag 
1260 . 
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1345 1350 1355 1360 

Arg Arg Gly Leu Gin Met Lys Cys Val Phe Cys His Lys Thr Gly Ala 

1365 1370 1375 

Thr Ser Gly Cys His Arg Phe Arg Cys Thr Asn lie Tyr His Phe Thr 

1380 1385 1390 

Cys Ala lie Lys Ala Gin Cys Met Phe Phe Lys Asp Lys Thr Met Leu 

1395 1400 1405 

Cys Pro Met His Lys Pro Lys Gly lie His Glu Gin Glu Leu Ser Tyr 

1410 1415 1420 

Phe Ala Val Phe Arg Arg Val Tyr Val Gin Arg Asp Glu Val Arg Gin 
1425 1430 1435 1440 

lie Ala Ser lie Val Gin Arg Gly Glu Arg Asp His Thr Phe Arg Val 

1445 1450 1455 

Gly Ser Leu lie Phe His Thr lie Gly Gin Leu Leu Pro Gin Gin Met 

1460 1465 1470 

Gin Ala Phe His Ser Pro Lys Ala Leu Phe Pro Val Gly Tyr Glu Ala 

1475 1480 1485 

Ser Arg Leu Tyr Trp Ser Thr Arg Tyr Ala Asn Arg Arg Cys Arg Tyr 

1490 1495 1500 

Leu Cys Ser lie Glu Glu Lys Asp Gly Arg Pro Val Phe Val lie Arg 
1505 1510 1515 1520 

lie Val Glu Gin Gly His Glu Asp Leu Val Leu Ser Asp lie Ser Pro 

1525 1530 1535 

Lys Gly Val Trp Asp Lys lie Leu Glu Pro Val Ala Cys Val Arg Lys 

1540 1545 1550 

Lys Ser Glu Met Leu Gin Leu Phe Pro Ala Tyr Leu Lys Gly Glu Asp 

1555 1560 1565 

Leu Phe Gly Leu Thr Val Ser Ala Val Ala Arg lie Ala Glu Ser Leu 

1570 1575 1580 

Pro Gly Val Glu Ala Cys Glu Asn Tyr Thr Phe Arg Tyr Gly Arg Asn 
1585 1590 1595 1600 

Pro Leu Met Glu Leu Pro Leu Ala Val Asn Pro Thr Gly Cys Ala Arg 

1605 1610 1615 

Ser Glu Pro Lys Met Ser Ala His Val Lys Arg Phe Val Leu Arg Pro 

1620 1625 1630 

His Thr Leu Asn Ser Thr Ser Thr Ser Lys Ser Phe Gin Ser Thr Val 

1635 1640 1645 

Thr Gly Glu Leu Asn Ala Pro Tyr Ser Lys Gin Phe Val His Ser Lys 

1650 1655 1660 

Ser Ser Gin Tyr Arg Lys Met Lys Thr Glu Trp Lys Ser Asn Val Tyr 
1665 1670 1675 1680 

Leu Ala Arg Ser Arg lie Gin Gly Leu Gly Leu Tyr Ala Ala Arg Asp 

1685 1690 1695 

lie Glu Lys His Thr Met Val He Glu Tyr He Gly Thr He He Arg 

1700 1705 1710 

Asn Glu Val Ala Asn Arg Lys Glu Lys Leu Tyr Glu Ser Gin Asn Arg 

1715 1720 1725 

Gly Val Tyr Met Phe Arg Met Asp Asn Asp His Val He Asp Ala Thr 

1730 1735 1740 

Leu Thr Gly Gly Pro Ala Arg Tyr He Asn His Ser Cys Ala Pro Asn 
1745 1750 1755 1760 

Cys Val Ala Glu Val Val Thr Phe Glu Arg Gly His Lys He He He 

1765 1770 1775 

Ser Ser Ser Arg Arg He Gin Lys Gly Glu Glu Leu Cys Tyr Asp Tyr 
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915 








920 








925 






Leu Val 


Lys 


Glu 


Glu 


Pro 


Pro Glu Pro 


Val 


Pro 


Ser 


Pro He 


He 


Pro 


930 










935 






940 








lie Leu 


Pro 


Ser 


Thr 


Ala 


Gly Lys Ser 


Ser 


Glu 


Ser 


Arg Arg 


Asn 


Asp 


945 








950 






955 








960 


He Lys 


Thr 


Glu 


Pro Gly 


Thr Leu Tyr 


Phe 


Ala 


Ser 


Pro Phe 


Gly 


Pro 








965 






970 








975 




Ser Pro 


Asn 


Gly 


Pro 


Arg 


Ser Gly Leu 


He 


Ser 


Val 


Ala He 


Thr 


Leu 






980 






985 








990 






His Pro 


Thr 


Ala 


Ala 


Glu 


Asn He Ser 


Ser 


Val 


Val 


Ala Ala 


Phe 


Ser 




.995 








1000 








1005 






Asp Leu 


Leu 


His 


Val 


Arg 


He Pro Asn 


Ser 


Tyr 


Glu 


Val Ser 


Ser 


Ala 


1010 








1015 






1020 






Pro Asp 


Val 


Pro 


Ser 


Met 


Gly Leu Val 


Ser 


Ser 


His 


Arg He 


Asn 


Pro 


1025 








1030 




1035 






1040 


Gly Leu Glu 


Tyr 


Arg 


Gin 


His Leu Leu 


Leu 


Arg Gly 


Pro Pro 


Pro 


Gly 








1045 




1050 






1055 


Ser Ala 


Asn 


Pro 


Pro 


Arg 


Leu Val Ser 


Ser 


Tyr 


Arg 


Leu Lys 


Gin 


Pro 






1060 




1065 






1070 




Asn Val 


Pro 


Phe 


Pro 


Pro 


Thr Ser Asn Gly Leu 


Ser 


Gly Tyr Lys 


Asp 




1075 






1080 








1085 






Ser Ser 


His 


Gly He 


Ala 


Glu Ser Ala 


Ala 


Leu Arg 


Pro Gin Trp 


Cys 


1090 








1095 






1100 






Cys His 


Cys 


Lys 


Val 


Val 


He Leu Gly Ser Gly Val Arg Lys Ser 


Phe 


.1105 








1110 




1115 






1120 


Lys Asp 


Leu 


Thr 


Leu 


Leu 


Asn Lys Asp 


Ser Arg 


Glu 


Ser Thr 


Lys 


Arg 








1125 




1130 






1135 


Val Glu 


Lys Asp 


He 


Val 


Phe Cys Ser 


Asn 


Asn 


Cys 


Phe He 


Leu 


Tyr 






1140 




1145 






1150 




Ser Ser 


Thr 


Ala 


Gin 


Ala 


Lys Asn Ser 


Glu 


Asn 


Lys 


Glu Ser 


He 1 


Pro 




1155 






1160 








1165 






Ser Leu 


Pro 


Gin 


Ser 


Pro 


Met Arg Glu 


Thr 


Pro 


Ser 


Lys Ala 


Phe 


His 


1170 








1175 






1180 






Gin Tyr 


Ser 


Asn 


Asn 


He 


Ser Thr Leu Asp 


Val 


His 


Cys Leu 


Pro 


Gin 


1185 








1190 




1195 






1200 


Leu Pro 


Glu 


Lys 


Ala 


Ser 


Pro Pro Ala 


Ser 


Pro 


Pro 


He Ala 


Phe 


Pro 








1205 




1210 






1215 


Pro Ala 


Phe 


Glu 


Ala 


Ala 


Gin Val Glu 


Ala 


Lys 


Pro 


Asp Glu 


Leu 


Lys 



1220 1225 1230 

Val Thr Val Lys Leu Lys Pro Arg Leu Arg Ala Val His Gly Gly Phe 
1235 1240 1245 



Glu Asp Cys Arg Pro Leu Asn Lys Lys Trp Arg Gly Met Lys Trp Lys 

1250 1255 1260 

Lys Trp Ser lie His He Val He Pro Lys Gly Thr Phe Lys Pro Pro 
1265 1270 1275 1280 

Cys Glu Asp Glu He Asp Glu Phe Leu Lys Lys Leu Gly Thr Ser Leu 

1285 1290 1295 

Lys Pro Asp Pro Val Pro Lys Asp Tyr Arg Lys Cys Cys Phe Cys His 

1300 1305 1310 

Glu Glu Gly Asp Gly Leu Thr Asp Gly Pro Ala Arg Leu Leu Asn Leu 

1315 1320 1325 

Asp Leu Asp Leu Trp Val His Leu Asn Cys Ala Leu Trp Ser Thr Glu 

1330 1335 1340 

Val Tyr Glu Thr Gin Ala Gly Ala Leu He Asn Val Glu Leu Ala Leu 
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485 490 495 

Thr Pro Ser Glu Leu Pro Gin Gin Ala Asp Gin Glu Ser Val Glu Pro 

500 505 510 

Val Gly Pro Ser Thr Pro Asn Met Ala Ala Gly Gin Leu Cys Thr Glu 

515 520 525 

Leu Glu Asn Lys Leu Pro Asn Ser Asp Phe Ser Gin Ala Thr Pro Asn 

530 535 540 

Gin Gin Thr Tyr Ala Asn Ser Glu Val Asp Lys Leu Ser Met Glu Thr 
545 550 555 560 

Pro Ala Lys Thr Glu Glu lie Lys Leu Glu Lys Ala Glu Thr Glu Ser 

565 570 575 

Cys Pro Gly Gin Glu Glu Pro Lys Leu Glu Glu Gin Asn Gly Ser Lys 

580 585 590 

Val Glu Gly Asn Ala Val Ala Cys Pro Val Ser Ser Ala Gin Ser Pro , 

595 600 605 

Pro His Ser Ala Gly Ala Pro Ala Ala Lys Gly Asp Ser Gly Asn Glu 

610 615 620 

Leu Leu Lys His Leu Leu Lys Asn Lys Lys Ser Ser Ser Leu Leu Asn 
625 630 635 640 . 

Gin Lys Pro Glu Gly Ser lie Cys Ser Glu Asp Asp Cys Thr Lys Asp 

645 650 655 

Asn Lys Leu Val Glu Lys Gin Asn Pro Ala Glu Gly Leu Gin Thr Leu 

660 665 670 

Gly Ala Gin Met Gin Gly Gly Phe Gly Cys Gly Asn Gin Leu Pro Lys 

675 680 685 

Thr Asp Gly Gly Ser Glu Thr Lys Lys Gin Arg Ser Lys Arg Thr Gin 

690 695 700 

Arg Thr Gly Glu Lys Ala Ala Pro Arg Ser Lys Lys Arg Lys Lys Asp 
705 710 715 720 

Glu Glu Glu Lys Gin Ala Met Tyr Ser Ser Thr Asp Thr Phe Thr His 

725 730 735 

Leu Lys Gin Val Arg Gin Leu Ser Leu Leu Pro Leu Met Glu Pro lie 

740 745 750 

lie Gly Val Asn Phe Ala His Phe Leu Pro Tyr Gly Ser Gly Gin Phe 

755 760 765 

Asn Ser Gly Asn Arg Leu Leu Gly Thr Phe Gly Ser Ala Thr Leu Glu 

770 775 780 

Gly Val Ser Asp Tyr Tyr Ser Gin Leu lie Tyr Lys Gin Asn Asn Leu 
785 790 795 800 

Ser Asn Pro Pro Thr Pro Pro Ala Ser Leu Pro Pro Thr Pro Pro Pro 

805 810 815 

Met Ala Cys Gin Lys Met Ala Asn Gly Phe Ala Thr Thr Glu Glu Leu 

820 825 830 

Ala Gly Lys Ala Gly Val Leu Val Ser His Glu Val Thr Lys Thr Leu 

835 840 845 

Gly Pro Lys Pro Phe Gin Leu Pro Phe Arg Pro Gin Asp Asp Leu Leu 

850 855 860 

Ala Arg Ala Leu Ala Gin Gly Pro Lys Thr Val Asp Val Pro Ala Ser 
865 870 875 880 

Leu Pro Thr Pro Pro His Asn Asn Gin Glu Glu Leu Arg lie Gin Asp 

885 890 895 

His Cys Gly Asp Arg Asp Thr Pro Asp Ser Phe Val Pro Ser Ser Ser 

900 905 910 

Pro Glu Ser Val Val Gly Val Glu Val Ser Arg Tyr Pro Asp Leu Ser 
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50 








55 










60 










Gin 


Arg Thr 


Ala 


Lys 


Lvs 


Ala 


Gly Arg 


Glu 


Phe 


Pro 


Glu 


Glu 


Asp 


Ala 


65 








70 










75 










80 


Glu 


Gin Leu Lys 


His 


Val 


Thr 


Glu 


Gin 


Gin 


Ser 


Met 


Val 


Gin 


Lys 


Gin 








85 










90 










95 




Leu 


Glu Gin 


He 




Lys 


Gin 


Gin 


Lys 


Glu 


His 


Ala 


Glu 


Leu 


He 


Glu 






100 










105 










110 






Asp 


Tyr Arg 


He 


Lvs 


Gin 


Gin 


Gin 


Gin 


Cys 


Ala 


Met 


Ala 


Pro 


Pro 


Thr 




.115 










120 










125 








Met 


Met Pro 


Ser 


Val 


Gin 


Pro 


Gin 


Pro 


Pro 


Leu 


He 


Pro Gly Ala 


1 Hi 




130 


















140 










Pro 


Pro Thr 


Met 


Ser 


Gin 


Pro 


Thr 


Phe 


Pro 


Met 


Val 


Pro 
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Glu 
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Glu 
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Glu Arg Gin 


Arg 


He 


Gin 


Leu 


Met 


Gin 


Glu 


Val 


Asp Arg 


Gin 


Arg 
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270 






Ala 
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Gin 
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Glu 


Met 


Glu 


Gin 


His 


Gly Met Val 


Gly 
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He Ser 
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Ser 
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Ser 
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Ser 


Gin 


He 
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Ser 
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Ser 
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Gin 


Thr 


Phe 


Met 


Gin 
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Val 


Gly Pro 


Pro 


Ser 


Phe 


Val 


Pro Asp 


Ser 
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Ser 


Ser 


Val 


Lys 
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Ser 
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Gin 


Ser 


Pro 


Val 


Arg 


Pro 


385 
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Pro 
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Pro 


Pro 


Val 
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Ser 


Ser 
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Leu 


Pro Cys Gly 


Gin Asp Ser 


Thr He Thr - His Gly His 


Ser 


Tyr 


Pro 
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425 
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Ser 
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He 


Gin 


Leu 


Tyr 


Ser 


Asp 


He 


He 


Pro 


Glu 
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445 








Glu 


Lys Lys 


Lys 


Lys 


Lys 


Arg 


Thr Arg Lys 


Lys 


Lys 


Arg Asp Asp 


Asp 
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Glu Ser 
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Ser 


Thr 


Pro 


His 


Ser Asp 


He 


Thr 


Ala 
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Ser 
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Ser 
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cgctgccgct acctgtgctc cattgaggag aaggatgggc gcccagtgtt tgtcatcagg 
4860 

attgtggaac aaggccatga agacctggtt ctaagtgaca tctcacctaa aggtgtctgg 
4920 

gataagattt tggagcctgt ggcatgtgtg agaaaaaagt ctgaaatgct ccagcttttc 
4980 

ccagcgtatt taaaaggaga ggatctgttt ggcctgaccg tctctgcagt ggcacgcata 
5040 

gcggaatcac ttcctggggt tgaggcatgt gaaaattata ccttccgata cggccgaaat 
5100 

cctctcatgg aacttcctct tgccgttaac cccacaggtt gtgcccgttc tgaacctaaa 
5160 

atgagtgccc atgtcaagag gtttgtgtta aggcctcaca ccttaaacag caccagcacc 
5220 

tcaaagtcat ttcagagcac agtcactgga gaactgaacg caccttatag taaacagttt 
5280 

gttcactcca agtcatcgca gtaccggaag atgaaaactg aatggaaatc caatgtgtat 
5340 

ctggcacggt ctcggattca ggggctgggc ctgtatgctg ctcgagacat tgagaaacac 
5400 

accatggtca ttgagtacat cgggactatc attcgaaacg aagtagccaa caggaaagag 
5460 

aagctttatg agtctcagaa ccgtggtgtg tacatgttcc gcatggataa cgaccatgtg 
5520 

attgacgcga cgctcacagg agggcccgca aggtatatca accattcgtg tgcacctaat 
5580 

tgtgtggctg aagtggtgac ttttgagaga ggacacaaaa ttatcatcag ctccagtcgg 
5640 

agaatccaga aaggagaaga gctctgctat gactataagt ttgactttga agatgaccag 
5700 

cacaagattc cgtgtcactg tggagctgtg aactgccgga agtggatgaa ctgaaatgca 
5760 

ttccttgcta gctcagcggg cggcttgtcc ctaggaagag gcgattcaac acaccattgg 
5820 

aattttgcag acagaaagag atttttgttt tctgttttat gactttttga aaaagcttct 
5880 

gggagttctg atttcctcag tcctttaggt taaagcagcg ccaggaggaa gctgacagaa 
5940 

gcagcgttcc tgaa 
5954 

<210> 3988 

<211> 1817 

<212> PRT 

<213> Homo sapiens 

<400> 3988 

Asp Gly Ser lie Thr His Gin lie Ser Arg Pro Asn Pro Pro Asn Phe 

1 5 10 15 

Gly Pro Gly Phe Val Asn Asp Ser Gin Arg Lys Gin Tyr Glu Glu Trp 

20 25 30 

Leu Gin Glu Thr Gin Gin Leu Leu Gin Met Gin Gin Lys Tyr Leu Glu 

35 40 45 

Glu Gin lie Gly Ala His Arg Lys Ser Lys Lys Ala Leu Ser Ala Lys 
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atcaaaactg agccaggcac tttatatttt gcgtcacctt ttggtccttc cccaaatggt 
3240 

cccagatcag gtcttatatc tgtagcaatt actctgcatc ctacagctgc tgagaacatt 
3300 

"agcagtgttg tggctgcatt ttccgacctt cttcacgtcc gaatccctaa cagctatgag 
3360 

gttagcagtg ctccagatgt cccatccatg ggtttggtca gtagccacag aatcaacccg 
3420 

ggtttggagt atcgacagca tttacttctc cgtgggcctc cgccaggatc tgcaaaccct 
3480 

cccagattag tgagctctta ccggctgaag cagcctaatg taccatttcc tccaacaagc 
3540 

aatggtcttt ctggatataa ggattctagt catggtattg cagaaagcgc agcactcaga 
3600 

ccacagtggt gttgtcattg taaagtggtt attcttggaa gtggtgtgcg gaaatctttc 
3660 

aaagatctga cccttttgaa caaggattcc cgagaaagca ccaagagggt agagaaggac 
3720 

attgtcttct gtagtaataa ctgctttatt ctttattcat caactgcaca agcgaaaaac 
3780 

tcagaaaaca aggaatccat tccttcattg ccacaatcac ctatgagaga aacgccttcc 
3840 

aaagcatttc atcagtacag caacaacatc tccactttgg atgtgcactg tctcccccag 
3900 

ctcccagaga aagcttctcc ccctgcctca ccacccatcg ccttccctcc tgcttttgaa 
3960 

gcagcccaag tcgaggccaa gccagatgag ctgaaggtga cagtcaagct gaagcctcgg 
4020 

ctaagagctg tccatggtgg gtttgaagat tgcaggccgc tcaataaaaa atggagagga 
4080 

atgaaatgga agaagtggag cattcatatt gtaatcccta aggggacatt taaaccacct 
4140 

tgtgaggatg aaatagatga atttctaaag aaattgggca cttcccttaa acctgatcct 
4200 

gtgcccaaag actatcggaa atgttgcttt tgtcatgaag aaggtgatgg attgacagat 
4260 

ggaccagcaa ggctactcaa ccttgacttg gatctgtggg tccacttgaa ctgcgctctg 
4320 

tggtccacgg aggtctatga gactcaggct ggtgccttaa taaatgtgga gctagctctg 
4380 

aggagaggcc tacaaatgaa atgtgtcttc tgtcacaaga cgggtgccac tagtggatgc 
4440 

cacagatttc gatgcaccaa catttatcac ttcacttgcg ccattaaagc acaatgcatg 
4500 

ttttttaagg acaaaactat gctttgcccc atgcacaaac caaagggaat tcatgagcaa 
4560 

gaattaagtt actttgcagt cttcaggagg gtctatgttc agcgtgatga ggtgcgacag 
4620 

attgctagca tcgtgcaacg aggagaacgg gaccatacct ttcgcgtggg tagcctcatc 
4680 

ttccacacaa ttggtcagct gcttccacag cagatgcaag cattccattc tcctaaagca 
4740 

ctcttccctg tgggctatga agccagccgg ctgtactgga gcactcgcta tgccaatagg 
4800 
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caagattcta ctataaccca tggacacagt 
1620 

ttgtattctg atataatccc agaggaaaaa 
1680. 

agagatgatg atgcagaatc caccaaggct 
1740 

ccaccgactc caggcatctc agaaactacc 
1800 

cttcctcaac aagccgacca agagtcggtg 
1860 

gcagcaggcc agctatgtac agaattagag 
1920 

gcaactccaa atcaacagac gtatgcaaat 
1980 

cctgccaaaa cagaagagat aaaactggaa 
2040 

gaggagccta aattggagga acagaatggt 
2100 

cctgtctcct cagcacagag tcctccccat 
2160 

tcagggaatg aacttctgaa acacttgttg 
2220 

caaaaacctg agggcagtat ttgttcagaa 
2280 

gagaagcaga acccagctga aggactgcaa 
2340 

ggatgtggca accagttgcc aaaaacagat 
2400 

aaacggactc agaggacggg tgagaaagca 
2460 

gaagaggaga aacaagctat gtactctagc 
2520 

aggcagctct ctctgctccc tctaatggaa 
2580 

cttccttatg gcagtggcca atttaatagt 
2640 

gctaccctgg aaggggtttc ggactactat 
2700 

agtaatcctc caacaccccc tgcctctctt 
2760 

aagatggcca atggttttgc aacaactgaa 
2820 

agccatgaag ttaccaaaac tctaggacct 
2880 

gacgacttgt tggcccgagc tcttgctcag 
2940 

ctcccaacac cacctcataa caatcaggaa 
3000 

cgagatactc ctgacagttt tgttccctca 
3060 

gtgagcaggt atccagatct gtcattggtc 
3120 

cccatcattc caattcttcc tagcactgct 
3180 



tatccgggat caacccaatc gctcattcag 
aaaaaaaaaa aaagaacaag aaagaagaaa 
ccatcaactc cccattcaga tataactgcc 
tctactcctg cagtgagcac acccagtgag 
gaaccagtcg gcccatccac tcccaatatg 
aacaaactgc ccaatagtga tttctcacaa 
tcagaagtag acaagctctc catggaaacc 
aaggctgaga cagagtcctg cccaggccaa 
agtaaggtag aaggaaacgc tgtagcctgt 
tctgctgggg cccctgctgc caaaggagac 
aaaaataaaa agtcatcttc tcttttgaat 
gatgactgta caaaggataa taaactagtt 
actttggggg ctcaaatgca aggtggtttt 
ggaggaagtg . aaaccaagaa acagcgaagc 
gcacctcgct caaagaaaag gaaaaaggac 
actgacacgt ttacccactt gaaacaggtg 
ccaatcattg gagtgaactt tgcgcacttt 
gggaatcgac ttctaggaac ttttggcagt 
tctcagttga tctacaagca gaataattta 
cctcctacac cacctcctat ggcttgtcag 
gaacttgctg gaaaagccgg agtgttagtg 
aaaccatttc agctgccctt cagaccccag 
ggccccaaga cagttgatgt gccagcctcc 
gaattaagga tacaggatca ctgtggtgat 
tcctctcctg agagtgtggt tggggtagaa 
aaggaggagc ctccagaacc ggtgccgtcc 
gggaaaagtt cagaatcaag aaggaatgac 
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<400> 3987 
tattagcagt 
60 

cataattgtt 
120 

cagaattagg 
180 

atcttaggaa 
240 

tttttccccc 
300 

gatggcagta 
360 

gtcaatgatt 
420 

caaatgcagc 
480 

ctttcagcta 
540 

gaacaactca 
600 

cgtaaacaac 
660 

caatgtgcaa 
720 

ccaggtgcca 
780 

cagcaccagc 
840 

ttacctggat 
900 

cagcccccaa 
960 

aatgcaaatc 
1020 

agtgaaagtt 
1080 

cggatccaac 
1140 

gagcagcatg 
1200 

cccttctaca 
1260 

tctccacaac 
1320 

tcaattaatt 
1380 

cctccttcat 
1440 

gtgaagcagg 
1500 

tcttttacac 
1560 



aattgatttg 
ttcagccaaa 
ttgccaccac 
attaaagggt 
ctttaactga. 
taacacatca 
cacagcgtaa 
agaagtatct 
aacaacgtac 
agcatgttac 
agaaagaaca 
tggccccacc 
ctccacccac 
agcacacaac 
ggcaacccaa 
ttgcccagtt 
cacagagtgg 
ttcaagaacg 
tcatgcagga 
gtatggtggg 
gttccgactt 
accaacagca 
caccctccac 
ttgttcctga 
gacatggaaa 
ctgctttacc 



ccctgtatta 
atctagacag 
taaattcact 
tttttcttcc 
aatgtggaat 
gatttctagg 
gcagtatgaa 
tgaagaacaa 
tgccaagaaa 
tgaacagcaa 
tgctgaattg 
taccatgatg 
catgagccaa 
agttatttct 
cagtgctcct 
accaataaaa 
accaccacct 
ggaacgtaag 
ggtagataga 
ctctgagata 
accttgtgat 
aatggggcag 
ccaaactttc 
ttcaccatca 
tctttctggg 
agcagcacct 



tatttctgat 
tatagtagtt 
ctacttttta 
atttcttttt 
aaacatattt 
cctaatcctc 
gagtggctcc 
attggtgctc 
gctgggcgtg 
agcatggttc 
attgaagatt 
cccagtgtcc 
cccacctttc 
ggccatacta 
gcccacctgc 
acttgtacac 

cgggtagaat 

gaacgtttac 
caaagagctt 
agtagtagta 
tttatgcaac 
gttttacagc 
atgcagacta 
atccctgttg 
accagcttcc 
ccagtagcta 



gaataatcct 
cagagatagt 
taaaaaaacc 
ttctttcttt 
gtaaatttta 
caaattttgg 
aggagaccca 
acagaaaatc 
aatttccaga 
agaaacagct 
atcggatcaa 
agccccagcc 
ccatggtgcc 
gccctgttag 
ccctcaatcc 
cagccccagg 
ttgatgacaa 
gagaacagca 
tgcagcagag 
ggacatctgt 
ctctaggacc 
agcagaatat 
atgagcgaag 
gaagcccaaa 
agcagtcccc 
atagcagtct 



ttacctcaag 
aataagaatt 
tttaaaagat 
cttttaaagt 
cttattttag 
tccaggcttt 
acagctgctt 
taagaaggcc 
ggaagatgca 
agaacagatt 
acagcagcag 
acccctaatt 
acagcagctt 
aatgcccagt 
tcctagaatt 
gacagtctca 
caatcccttt 
agagagacaa 
gatggaaatg 
gtcccagatt 
ccttcagcag 
acaacaagga 
gcaggtaggc 
tttttcttct 
agtgaggcct 
cccatgtggc 
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465 

Phe Thr Phe Glu 



470 



475 



480 



<210> 3985 

<211> 523 

<212> DNA - 

<213> Homo sapiens 

<400> 3985 

nnaaatttgt cttcgtgtag tttacaaaca cttctacaac tgcttggctc aggtactgac 
60 

gactgatgat gtcattcacc tggactttca acataaatac agacaaagat ctggtcgttt 
120 

aaaagcggca cctcccactc tctctctctc ggtccttctt tctctgtgtg atgagcctgc 
180 

tccctctttg ccttctacta tgactggaag ctccctgagg cctcctcaga agcagatgct 
240 

gctatatttc ctgtacagcc tggaaccgtc aaggtggagg ttgccccagg cacctctgtc 
300 

ctctcctcct cagcctcctc cagctgcttt tgctgttgtt gttgttgttg ctgctgctgc 
360 

tgctgctgct gttggatgag gctgaggtcg gagcggctga gttccgctct ggcggccgcg 
420 

gggaccagcc gcgctttcag cagccccacg gccaggccga gaagcagggt gcaggggaca 
480 

cgccggcaga gcctcgccat ggcctagagc- cagagggccg egg 
523 

<210> 3986 
<211> 110 
<212> PRT 

<213> Homo sapiens 



<400> 3986 
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Glu 
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Val Gin 


Pro Gly 
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Val 
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Val 
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Val 


Ala Pro 


Gly Thr Ser 


Val 


Leu Ser 


Ser Ser 
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Ser 






35 






40 








45 
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Ser 
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Phe 


Cys Cys 


Cys Cys 


Cys 


Cys 


Cys Cys 


Cys Cys 


Cys 


Cys 




50 








55 






60 








Cys 


Cys 


Trp 


Met 


Arg Leu 


Arg Ser 


Glu 


Arg 


Leu Ser 


Ser Ala 


Leu 


Ala 


65 








70 








75 






80 


Ala 


Ala 


Gly 


Thr 


Ser Arg 


Ala Phe 


Ser 


Ser 


Pro Thr Ala Arg 


Pro 


Arg 










85 






90 






95 




Ser 


Arg 


Val 


Gin 


Gly Thr 


Arg Arg 


Gin 


Ser 


Leu Ala 


Met Ala 







100 105 HO 



<210> 3987 

<211> 5954 

<212> DNA 

<213> Homo sapiens 
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35 










40 




45 




Asp 


Thr 


Val 


Lys 


Ala 


Leu 


Thr 


Arg 


Glu 


Gin Glu Lys Leu Leu 


Gly Gin 




50 










55 






60 




Leu 


Lys 


Glu 


Val 


Gin Ala Asp 


Lys 


Glu 


Gin Ser Glu Ala Glu 


Leu Gin 


65 










70 








7 5 


80 


Val 


Ala 


Gin 


Gin 


Glu 


Asn 


His 


His 


Leu 


Asn Leu Asp Leu Lys 


Glu. Ala 










85 










90 


95 


Lys 


Ser 


Trp 


Gin 


Glu 


Glu 


Gin 


Ser 


Ala 


Gin Ala Gin Arg Leu 


Lys Asp 








100. 










105 


110 




Lys 


Val 


Ala 


Gin 


Met 


Lys 


Asp 


Thr 


Leu 


Gly Gin Ala Gin Gin 


Arg Val 






115 










120 




125 




Ala 


Glu 


Leu 


Glu 


Pro 


Leu 


Lys 


Glu 


Gin 


Leu Arg Gly Ala Gin 


Glu Leu 




130 










135 






140 




Ala 


Ala 


Ser 


Ser 


Gin 


Gin 


Lys 


Ala 


Thr 


Leu Leu Gly Glu Glu 


Leu Ala 


145 










150 








155 


160 


Ser 


Ala 


Ala 


Ala 


Ala Arg Asp Arg 


Thr 


He Ala Glu Leu His 


Arg Ser 










165 










170 


175 


Arg 


Leu 


Glu 


Val 


Ala 


Glu 


Val 


Asn Gly 


Arg Leu Ala Glu Leu 


Gly Leu 








180 










185 


190 




His 


Leu 


Lys 


Glu 


Glu 


Lys 


Cys 


Gin 


Trp 


Ser Lys Glu Arg Ala 


Gly Leu 






195 










200 




205 




Leu 


Gin 


Ser 


val 


Glu 


Ala 


Glu 


Lys 


Asp 


Lys He Leu Lys Leu 


Ser Ala 




210 










215 






220 




Glu 


lie 


Leu 


Arg 


Leu 


Glu 


Lys 


Ala 


Val 


Gin Glu Glu Lys Thr 


Gin Asn 


225 










230 








235 


240 


Gin 


val 


Phe 


Lys 


Thr 


Glu 


Leu 


Ala 


Arg 


Glu Lys Asp Ser Ser 


Leu Val 










245 










250 


255 


Gin 


Leu 


Ser 


Glu 


Ser 


Lys 


Arg 


Glu 


Leu 


Thr Glu Leu Arg Ser 


Ala Leu 








260 










265 


270 




Arg 


Val 


Leu 


Gin 


Lys 


Glu 


Lys 


Glu 


Gin 


Leu Gin Glu Glu Lys 


Gin Glu 






275 










280 




285 




Leu 


Leu 


Glu 


Tyr 


Met 


Arg 


Lys 


Leu 


Glu 


Ala Arg Leu Glu Lys 


Val Ala 




290 










295 






300 




Asp 


Glu 


Lys 


Trp 


Asn 


Glu 


Asp Ala 


Thr 


Thr Glu Asp Glu Glu 


Ala Ala 


305 










310 








315 


320 


Val 


Gly 


Leu 


Ser 


Cys 


Pro 


Ala 


Ala 


Leu 


Thr Asp Ser Glu Asp 


Glu Ser 










325 










330 


335 


Pro 


Glu 


Asp 


Met 


Arg 


Leu 


Pro 


Pro 


Tyr 


Gly Leu Cys Glu Arg 


Gly Asp 








340 










345 


350 




Pro 


Gly 


Ser 


Ser 


Pro 


Ala 


Gly Pro Arg 


Glu Ala Ser Pro Leu 


Val Val 






355 










360 




365 




lie 


Ser 


Gin 


Pro 


Ala 


Pro 


He 


Ser 


Pro 


His Leu Ser Gly Pro 


Ala Glu 




370 










375 






380 




Asp 


Ser 


Ser 


Ser 


Asp 


Ser 


Glu 


Ala 


Glu 


Asp Glu Lys Ser Val 


Leu Met 


385 










390 








395 


400 


Ala 


Ala 


Val 


Gin 


Ser Gly Gly Glu Glu 


Ala Asn Leu Leu Leu 


Pro Glu 










405 










410 


415 


Leu 


Gly 


Ser 


Ala 


Phe 


Tyr Asp Met Ala 


Ser Gly Phe Thr Val 


Gly Thr 








420 










425 


430 




Leu 


Ser 


Glu 


Thr 


Ser Thr Gly Gly Pro 


Ala Thr Pro Thr Trp 


Lys Glu 






435 










440 




445 




Cys 


Pro 


He 


Cys 


Lys Glu Arg Phe Pro 


Ala Glu Ser Asp Lys 


Asp Ala 




450 










455 






460 




Leu 


Glu 


Asp 


His 


Met 


Asp Gly His 


Phe 


Phe Phe Ser Thr Gin 


Asp Pro 
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cgagaggctt ctccccttgt tgtcatcagc cagccggctc ccatttctcc tcacctctct 
1140 

gggccagctg aggacagtag ctctgactcg gaggctgaag atgagaagtc agtcctgatg 
1200 

gcagctgtgc agagtggggg tgaggaggcc aacttactgc ttcctgaact gggcagtgcc 
1260 

ttctatgaca tggccagtgg ctttacagtg ggtaccctgt cagaaaccag cactgggggc 
1320 

cctgccaccc ccacatggaa ggagtgtcct atctgtaagg agcgctttcc tgctgagagt 
1380 

gacaaggatg ccctggagga ccacatggat ggacacttct ttttcagcac ccaggacccc 
1440 

ttcacctttg agtgatctta ctccctcgta catgcacaaa tacacactca tgcacacaca 
1500 

cactcacaca catgcataca cttaggtttc atgcccattt tctatcacac tgggctccat 
1560 

gatattctgt tccctaagaa ctgcttctgt gtgccctgtt ttcatcccaa gatttctcac 
1620 

ttcatcctct cctacctggc tcttttgtcc cagggagggg tcctgttcgg aagcagtggc 
1680 

tgaatttatc ccctgaaagt ggttttggag gaaccgggat ggaggaggcc ttcccctgtg 
1740 

ggaatagaat cgtccactcc tagccctggt tgcttctgat acacagccac tgcacacaca 
1800 

cactcacact cacactccct tgtctgatgc cccaaagcca attcctgggg caccctaccc 
1860 

tctcttattt ggagtttccg ttggtttacc tgagttttct ctggggtctg cacagaggca 
1920 

gcagcatgga catcatggcc tctcaggtcc cttttggttc tcagtttcat tggttcctct 
1980 

ttctgttccc ccattgactt ctgtgcccca ccctagcctt ttccataacc ttaggtattc 
2040 

agtttggagg ggttttttgt atttttgagg attcctgtat tctgtatcct ctcctcgcat 

2100 

ctcctcacat ggaaagaaat aatgtatttg tgccttctgt gaggaatggg gggaacaagt 
2160 

ggtcccaggt atccccattt ccaaggcccc cctccctctc caggtccccc cacagcaata 
2220 

aaagcttccc cctgatatcc atccctttgt agtttgaaca aatatattta tatgatatgt 
2280 

aaaaaaaaaa aaaaaaaaaa 
2300 

<210> 3984 
<211>484 
. <212> PRT 

<213> Homo sapiens 

<400> 3984 

Xaa His Gly Glu lie Thr Glu Glu Arg Asp lie Leu Ser Arg Gin Gin 

1 5 10 15 

Gly Asp His Val Ala Arg lie Leu Glu Leu Glu Asp Asp lie Gin Thr 

20 25 30 

lie Ser Glu Lys Val Leu Thr Lys Glu Val Glu Leu Asp Arg Leu Arg 
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850 855 860 1 

Ser Ala Leu Leu Glu Glu Val Asp Pro Asn Pro Ala Asn Phe Val Gly 
865 . 870 875 ' 880 

Ala Gly lie lie His Thr Lys Thr Thr Gin lie Gly Cys Leu Leu Arg 

885 890 895 

Leu Glu Pro Asn Leu Gin Ala Gin Met Tyr Arg Leu Thr Leu Arg Thr 

900 905 910 

Ser Lys Glu Ala Val Ser Gin Arg Leu Cys Glu Leu Leu Ser Ala Gin 
915 920 925 

Phe 



<210> 3983 

<211> 2300 

<212> DNA 

<213> Homo sapiens 

<400> 3983 

nnccatgggg agatcacaga agagagggac 
60 

gcacgcatcc tggagctaga ggatgacatc 
120 

gaagtggagc tggacaggct tagagacaca 
180 

ctccttgggc aactgaaaga agtacaagca 
240 

gtggcacaac aggagaacca tcacttaaat 
300 

gaggagcaga gtgctcaggc tcagcgactg 
360 

ctaggccagg cccagcagcg ggtggccgag 
420 

gcccaggagc ttgcagcctc aagccagcag 
480 

agcgcagcag cagccaggga ccgcaccata 
540 

gctgaagtta acggcaggct ggctgagctc 
600 

tggagcaagg agcgggcagg gctgctgcag 
660 

aagctgagtg cagagatact tcgattggag 
720 

caagtgttca agactgagct ggcccgggag 
780 

agtaagcggg agctgacaga gctgcggtca 
840 

cagttacagg aggagaaaca ggaattgcta 
900 

gagaaggtgg cagatgagaa gtggaatgag 
960 

gtggggctga gctgcccggc agctctgaca 
1020 

aggctcccac cctatggcct ttgtgagcgt 
1080 



atcctgagcc ggcaacaggg agaccatgtg 
cagaccatca gtgagaaagt gctgacgaag 
gtgaaggccc tgactcggga acaagagaag 
gacaaggagc aaagtgaggc tgagctccaa 
ttggacctga aggaggcgaa gagctggcaa 
aaagacaagg tggcccagat gaaggacacc, 
ctggagccct tgaaggagca gcttcgaggg 
aaagccaccc ttcttgggga ggagttggcc 
gccgaactac accgcagccg cctggaagtg 
ggtttgcact tgaaggaaga aaaatgccaa 
agtgtggagg cagagaagga caagatcctg 
aaggcagttc aggaggagaa gacccaaaac 
aaggattcta gcctggtaca gttgtcagaa 
gccctgcgtg tgctccagaa ggaaaaggag 
gagtacatga gaaagctaga ggcccgcctg 
gatgccacca cagaggatga ggaggccgct 
gactcagagg acgagtcccc agaagacatg 
ggagacccag gctcctctcc tgctgggcct 
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420 425 430 

Asp Thr lie Leu Asn Leu lie Arg lie Ala Gly Asp Tyr Val Ser Glu 

435 440 445 

Glu Val Trp Tyr Arg Val He Gin He Val He Asn Arg Asp Asp Val 

450 455 460 

Gin Gly Tyr Ala Ala Lys Thr Val Phe Glu Ala Leu Gin Ala Pro Ala 
465 470 475 480 

Cys His Glu Asn Met Val Lys Val Gly Gly Tyr lie Leu Gly Glu Phe 

485 490 495 

Gly Asn Leu He Ala Gly Asp Pro Arg Ser Ser Pro Pro Val .Gin Phe 

500 505 510 

Ser Leu Leu His Ser Lys Phe His Leu Cys Ser Val Ala Thr Arg Ala 

515 ' 520 525 

Leu Leu Leu Ser Thr Tyr lie Lys Phe Val Asn Leu Phe Pro Glu Val 

530 535 540 

Lys Pro Thr He Gin Asp Val Leu Arg Ser Asp Ser Gin Leu Arg Asn 
545 550 555 - 560 

Ala Asp Val Glu Leu Gin Gin Arg Ala Val Glu Tyr Leu Arg Leu Ser 

565 570 575 

Thr Val Ala Ser Thr Asp He Leu Ala Thr Val Leu Glu Glu Met Pro 

580 585 590 

Pro Phe Pro Glu Arg Glu Ser Ser He Leu Ala Lys Leu Lys Lys Lys 

595 600 605 

Lys Gly Pro Ser Thr Val Thr Asp Leu Glu Asp Thr Lys Arg Asp Arg 

610 615 620 

Ser Val Asp Val Asn Gly Gly Pro Glu Pro Ala Pro Ala Ser Thr Ser 
625 630 635 640 

Ala Val Ser Thr Pro Ser Pro Ser Ala Asp Leu Leu Gly Leu Gly Ala 

645 650 655 

Ala Pro Pro Ala Pro Ala Gly Pro Pro Pro Ser Ser Gly Gly Ser Gly 

660 665 670 

Leu Leu Val Asp Val Phe Ser Asp Ser Ala Ser Val Val Ala Pro Leu 

675 680 685 

Ala Pro Gly Ser Glu Asp Asn Phe Ala Arg Phe Val Cys Lys Asn Asn 

690 695 700 

Gly Val Leu Phe Glu Asn Gin Leu Leu Gin He Gly Leu Lys Ser Glu 
705 710 715 720 

Phe Arg Gin Asn Leu Gly Arg Met Phe lie Phe Tyr Gly Asn Lys Thr 

725 730 735 

Ser Thr Gin Phe Leu Asn Phe Thr Pro Thr Leu He Cys Ser Asp Asp 

740 745 750 

Leu Gin Pro Asn Leu Asn Leu Gin Thr Lys Pro Val Asp Pro Thr Val 

755 760 765 

Glu Gly Gly Ala Gin Val Gin Gin Val Val Asn He Glu Cys Val Ser 

770 775 780 

Asp Phe Thr Glu Ala Pro Val Leu Asn He Gin Phe Arg Tyr Gly Gly 
785 790 795 800 

Thr Phe Gin Asn Val Ser Val Gin Leu Pro He Thr Leu Asn Lys Phe 

805 810 815 

Phe Gin Pro Thr Glu Met Ala Ser Gin Asp Phe Phe Gin Arg Trp Lys 

820 825 830 

Gin Leu Ser Asn Pro Gin Gin Glu Val Gin Asn He Phe Lys Ala Lys 

835 840 845 

His Pro Met Asp Thr Glu Val Thr Lys Ala Lys He He Gly Phe Gly 
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<400> 3982 

Arg Gly Leu Ala Val Phe lie Ser Asp lie Arg Asn Cys Lys Ser Lys 

1 5 10 15 

Glu Ala Glu lie Lys Arg lie Asn Lys Glu Leu Ala Asn lie Arg Ser 

20 25 30 

Lys Phe Lys Gly Asp Lys Ala Leu Asp Gly Tyr Ser Lys Lys Lys Tyr 

35 40 45 

Val Cys Lys Leu Leu Phe lie Phe Leu Leu Gly His Asp lie Asp Phe 

50 55 60 

Gly His Met Glu Ala Val Asn Leu Leu Ser Ser Asn Lys Tyr Thr Glu 
65 70 75 80 

Lys Gin He Gly Tyr Leu Phe lie Ser Val Leu Val Asn Ser Asn Ser 

85 90 95 

Glu Leu He Arg Leu He Asn Asn Ala lie Lys Asn Asp Leu Ala Ser 

100 105 110 

Arg Asn Pro Thr Phe Met Gly Leu Ala Leu His Cys lie Ala Ser Val 

115 120 125 

Gly Ser Arg Glu Met Ala Glu Ala Phe Ala Gly Glu He Pro Lys Val 

130 135 140 

Leu Val Ala Gly Asp Thr Met Asp Ser Val Lys Gin Ser Ala Ala Leu 
145 150 155 160 

Cys Leu Leu Arg Leu Tyr Arg Thr Ser Pro Asp Leu Val Pro Met Gly 

165 170 175 

Asp Trp Thr Ser Arg Val Val His Leu Leu Asn Asp Gin His Leu Gly 

180 185 190 

Val Val Thr Ala Ala Thr Ser Leu He Thr Thr Leu Ala Gin Lys Asn 

195 200 205 

Pro Glu Glu Phe Lys Thr Ser Val Ser Leu Ala Val Ser Arg Leu Ser 

210 215 220 

Arg He Val Thr Ser Ala Ser Thr Asp Leu Gin Asp Tyr Thr Tyr Tyr 
225 230 235 240 

Phe Val Pro Ala Pro Trp Leu Ser Val Lys Leu Leu Arg Leu Leu Gin 

245 250 255 

Cys Tyr Pro Pro Pro Asp Pro Ala Val Arg Gly Arg Leu Thr Glu Cys 

260 265 270 

Leu Glu Thr He Leu Asn Lys Ala Gin Glu Pro Pro Lys Ser Lys Lys 

275 280 285 

Val Gin His Ser Asn Ala Lys Asn Ala Val Leu Phe Glu Ala He Ser 

290 295 300 

•Leu He He His His Asp Ser Glu Pro Asn Leu Leu Val Arg Ala Cys 
305 310 315 320 

Asn Gin Leu Gly Gin Phe Leu Gin His Arg Glu Thr Asn Leu Arg Tyr 

325 330 335 

Leu Ala Leu Glu Ser Met Cys Thr Leu Ala Ser Ser Glu Phe Ser His 

340 345 350 

Glu Ala Val Lys Thr His lie Asp Thr Val He Asn Ala Leu Lys Thr 

355 360 365 

Glu Arg Asp Val Ser Val Arg Gin Arg Ala Ala Asp Leu Leu Tyr Ala 

370 375 380 

Met Cys Asp Arg Ser Asn Ala Lys Gin He Val Ser Glu Met Leu Ser 
385 390 395 400 

Tyr Leu Glu Thr Ala Asp Tyr Ser lie Arg Glu Glu He Val Leu Lys 

405 410 415 

Val Ala He Leu Ala Glu Lys Tyr Ala Val Asp Tyr Thr Trp Tyr Val 
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ttataaaaat cgagacagtt 
3120 

gcgtgaacgt ggcgtttgtg 
3180 

ctcggagcct ctgggagcag 
3240 

ggccgtcctg gtggctgcac 
3300 

ccctggtttt gctgcagtcc 
3360 

ttagaaacat ttgtatttgt 
' 3420 

ctgttctcct ttcccagctc 
3480 

aggccttgga tgtgcagcca 
3540 

tccagggtaa agtgtgggcc 
3600 

cagagtgggc gtccccaggc 
3660 

cgtccctgga ggggctgtgg 
3720 

ttggccgcat gccatgtgcc 
3780 

ccaggctgca cgtctgacac 
3840 

tggggccttg cgctctgtcc 
3900 

aggttctggc ttcctgacat 
3960 

gggttttcac cctggccctc 
4020 

tcatggaccc atcagggtct 
4080 

ggctcttctt ccggcgtgtc 
4140 

tctcgcacag gccattctgg 
4200 

tgtgctgcag ctgggtggtg 
4260 

gcctgtgtgc tgcgcctgca 
4320 

cctcccgcca tcagaggaaa 
4380 

gaggggccct cagtgtggca 

4440 

aaaaaaa 

4447 

<210> 3982 

<211> 929 

<212> PRT 

<213> Homo sapiens 



ctgtggttaa atctacaaat 
ggagtgtcac tgagatggcc 
cagtgccact gtgcatggcg 
acctggcgtc gtcctgggcc 
cagctggact gttttcccag 
aatgacttct ggcaaaagca 
ctgtttgtga agggcgtctg 
ggggaggagc gtcctgccgg 
ggtggcgcaa gactcagagg 
cacggtgcag gcctgagtcc 
aggaaggacg cctctgtgtg 
acctgcggct tgtgtctcac 
ctgagaggcg agagagtggg 
ccaggatggt ggccttgttt 
gctgtggagg cagggagggt 
agttgcctgc tgtgcgggtc 
ccacagctcc cctgcagtgt 
gggctttgat cacagcatag 
gtctggtggt gccaggtgcc 
tggccctcat tctcatgttc 
ggctgcgtgt gctgccgtgg 
ggctgctccc cgaggcaccg 
ctcctcgtca aagaaaaata 



taaagggaaa ttagaagttg 
cgtgctgccg cccaccccgc 
tgggctgagc cttggtgtgt 
cttgggagga gcacagctga 
gcaggatttt aatctagaat 
cgtgtcctgg ccggatgtaa 
ttatgctcct gcagtcgccg 
ccccgcaggg cccccaggac 
tgtgctcgtc tctttcctgt 
. ttccaccggc cccgtccagt 
gtcaggaagt gaaggggcca 
ctgtcatctg gactcagcac 
gccggcctag gagccaaggc 
gtcctaaaca cacccagcac 
gggtggccac atgtgcttga 
cctggggcag ctgcaggggc 
gtgcacccca caatgtctgc 
ccacgtcagt ggcgtgcgcc 
gtgacacgcc gtgctgggct 
cagctgctgg gcagtgctct 
atctcctgca tcccttgacc 
cttccctgtg cggcgctgca 
aaggctagaa ctgcaaaaaa 
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accgtctttg aggctcttca ggctcccgcg tgccacgaga acatggtcaa agtgggcggc 
1500 

tacatccttg gggagtttgg gaacctgatt gctggggacc cccgctccag ccccccagtg 
1560 

cagttctccc tgctccactc caagttccat ctgtgcagcg tggccacccg cgcgctgctg 
1620 

ctgtccacct acatcaagtt cgtgaacctc ttcccggagg tgaagcccac catccaggac 
1680 

gtgctgcgca gcgacagcca gctcaggaac gcagacgtgg agctgcagca gcgtgctgtg 
1740 

gagtacctgc ggctcagcac cgtggccagc accgacattc tggcgaccgt gctggaggag 
1800 

atgcccccat tcccggagcg ggagtcctcc atcttggcaa agctcaagaa gaagaagggc 
1860 

cccagcacgg tgacagacct ggaggacacc aagcgggaca ggagtgtgga cgtgaacggg 
1920 

ggtcctgagc ctgccccagc cagtaccagc gccgtg.tcta cgccttctcc gtcggcagac 
1980 

ctgctgggtc tcggggctgc cccccctgcc cccgcgggcc ccccaccctc ctccggcggc 
2040 

agcgggctgc tcgtggacgt gttctcagac tcggcctctg tggtcgcgcc tctcgctcct 
2100 

ggctccgaag acaactttgc caggtttgtt tgtaaaaaca atggtgtgtt gtttgaaaac 
2160 

cagctgcttc aaattggact taagtctgaa tttcggcaga atttaggtcg gatgtttatc 
2220 

ttttatggta ataagacctc cacgcagttc ctaaacttta ccccaacact aatctgttca 
2280 

gacgaccttc agcctaacct gaacctgcag accaagcccg tggacccgac cgtggagggg 
2340 

ggcgcgcagg tgcagcaggt ggtcaacata gagtgcgtgt ccgacttcac ggaggcgcca 
2400 

gtcctcaaca ttcagttcag gtatgggggc accttccaga acgtgtctgt gcagctgccc 
2460 

atcactctca acaaattctt ccagccgaca gaaatggctt ctcaggattt ctttcaacgt 
2520 

tggaagcagt tgagcaatcc acagcaggaa gtgcagaaca tcttcaaagc aaagcaccca 
2580 

atggacacag aagtcaccaa agccaagatc attggatttg gttctgcact tcttgaagaa 
2640 

. gttgatccta atcctgcgaa tttcgtggga gctggaatca tccacacgaa aaccacccag 
2700 

attggatgcc tgctgcgctt ggagccgaac ctgcaagccc agatgtaccg gctcacgctg 
2760 

cgcacaagta aggaagccgt ttctcagaga ttatgtgaat tgctctcagc gcagttttag 
2820 

tcctgaggat ggaagaccag gctcgtgtgt cttgtgttgt cttcgtctgt gccgtttgtc 
2880 

ttcgtggcta tcctgcagat gagcaccgtg tccagtgcca cagcacaagg cgcctccccg 
2940 

ccccaccgcc ccacacctct cccctttggg ctggacggga acacacgtgt gtggctcagg 
3000 

aggaaaagct cagcctggac tgtggcagcc acggcagaag gtggatcttg ggatcaattt 
3060 
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<210> 3981 

<211> 4447 

<212> DNA 

<213> Homo sapiens 

<400> 3981 

nngccggccg tgtccaagga ggacgggatg 
60 

cggaactgta agagcaaaga ggcggaaatt 
120 

cgctccaagt tcaaaggaga caaggctttg 
180 

aaactgcttt tcatcttcct gcttggtcat 
240 

aatctgttga gttccaataa atacacagag 
300 

ctggtgaact cgaactcgga gctgatccgc 
360 

gccagccgca accccacctt catgggcctg 
420 

cgggagatgg ccgaggcctt cgccggggag 
480 

atggacagcg tgaagcagag cgcggccctg 
540 

gatcttgtcc ccatgggcga ctggacatcc 
600 

ttgggtgtgg taactgcagc cacaagtctg 
660 

gagtttaaaa cctccgtgtc tctggctgtc 
720 

tccacagatc tccaggatta cacttactat 
780 

ctgctgagac tgctgcagtg ctacccaccc 
840 

gagtgcctgg agaccatcct gaacaaagcc 
900 

cactccaacg cgaagaatgc cgtgcttttc 
960 

agtgagccga acctgctcgtT ccgtgcctgc 
1020 

gagaccaacc tgcgctacct ggccctggag 
1080 

tcccatgaag ccgtcaagac gcacattgac 
1140 

gacgtcagcg tgcggcagcg ggcggctgac 
1200 

gccaagcaga tcgtgtcgga gatgctgagc 
1260 

gaagagattg tgctgaaggt cgccatcctg 
1320 

tatgtggata ccatcttgaa cttgatccga 
1380 

tggtaccgag tcattcagat cgtcatcaac 
1440 



cggggcctgg cggtcttcat ctcggatatc 
aagagaatca acaaggaact ggccaacatc 
gatggctaca gtaagaaaaa atatgtgtgt 
gacattgact ttgggcacat ggaggctgtg 
aagcaaatag gttacctgtt catttctgtg 
ctgatcaaca acgccatcaa gaatgacctg 
gccctgcact gcatcgccag cgtgggcagc 
atccctaagg tcctcgtagc cggagacact 
tgcttgctgc gcctgtacag gacgtccccc 
cgagtggtgc acctgctcaa tgaccagcac 
atcaccactt tagcacagaa gaacccagaa 
tctaggctaa gcagaatcgt gacgtctgca 
tttgtcccgg ctccctggct gtctgtcaaa 
ccagaccctg cagtgcgagg ccgcctgact 
caagaaccgc ccaagtcgaa gaaggtccag 
gaggccatca gcttaatcat tcaccatgac 
aaccagttgg gccagtttct gcagcaccgc 
agcatgtgca cgctggccag ctccgagttc 
accgtcatca atgccctcaa gacggagcgg 
ctcctctacg ccatgtgtga ccggagcaat 
tatctggaga cagctgacta ctccatccga 
gctgagaagt acgcggtgga ctacacctgg 
attgctggtg attacgtgag tgaagaggtg 
cgggacgacg tgcagggcta cgcggccaag 
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50 










55 










60 










Asn 


Ser 


Glu 


Arg Tyr Val 


His 


Thr 


Phe 


Lys 


Asp 


Leu 


Ser 


Asn 


Phe 


Ser 


65 - 










70 










75 










80 


Gly 


Ala 


He' 


Asn 


Val 
85 


Thr 


Tyr 


Arg 


Tyr 


Leu 
90 


Ala 


Ala 


Thr 


Pro 


Leu 
95 


Gin 


Arg 


Lys 


Arg 


Tyr 
100 


Leu 


Thr 


He 


Gly 


Leu 
105 


Ser 


Ser 


Val 


Lys 


Arg 
110 


Lys 


Lys 


Gly 


Asn 


Tyr 
115 


Leu 


Leu 


Glu 


Thr 


He 
120 


Lys 


Ser 


He 


Phe 


Glu 
125 


Gin 


Ser 


Ser 


Tyr 


Glu 
130 


Glu 


Leu 


Lys 


Glu 


He 
135 


Ser 


Val 


Val 


Val 


His 
140 


Leu 


Ala 


Asp 


Phe 


Asn 


Ser 


Ser 


Trp 


Arg Asp 


Ala 


Met 


Val 


Gin 


Asp 


He 


Thr 


Gin 


Lys 


Phe 


145 










150 










155 










160 


Ala 


His 


His 


He 


He Ala Gly 


Ara 


Leu 


Met 


Val 


He 


His 


Ala 


Pro 


Glu 










165 










170 










175 




Glu 


Tyr 


Tyr 


Pro 


He 


Leu 


Asp 


Gly 


Leu 


Lys 


Arg 


Asn 


Tyr Asn 


Asp 


Pro 








180 










185 










190 






Glu 


Asp 


Arg 
195 


Val 


Lys 


Phe 


Arg 


Ser 
200 


Lys 


Gin 


Asn 


Val 


Asp 
205 


Tyr 


Ala 


Phe 


Leu 


Leu 
210 


Asn 


Phe 


Cys 


Ala 


Asn 
215 


Thr 


Ser 


Asp 


Tvr 


Tvr 
220 


Val 


Met 


Leu 


Glu 


Asp 


Asp Val 


Arg 


Cys 


Ser 


Lys 


Asn 


Phe 


Leu 


Thr 


Ala 


He 


Lys 


Lys 


Val 


225 










230 










235 










240 


lie 


Ala 


Ser 


Leu 


Glu 
245 


Gly 


Thr 


Tvr 
j 


Trp 


Val 
250 


Thr 


Leu 


Glu 


Phe 


Ser 
255 


Lys 


Leu 


Gly Tyr 


He Gly Lys 


Leu 


Tyr 


His 


Ser 


His 


Asp 


Leu 


Pro Arg 


Leu 








260 










265 










270 






Ala 


His 


Phe 
275 


Leu 


Leu 


Met 


Phe 


Tyr 
280 


Gin 


Glu 


Met 


Pro 


Cys 
285 


Asp 


Trp 


Leu 


Leu 


Thr 


His 


Phe Arg Gly Leu 


Leu 


Ala 


Gin 


Lys 


Asn 


Val 


He 


Arg 


Phe 




290 










295 










300 










Lvs 


Pro 


Ser 


Leu 


Phe 


Gin 


His 


Met 


Gly Tyr 


Tyr 


Ser 


Ser 


Tyr 


Lys 


Gly 


305 










310 










315 










320 


Thr 


Glu 


Asn 


Lys 


Leu 
325 


Lys 


Asp 


Asp 


Asp 


Phe 
330 


Glu 


Glu 


Glu 


Ser 


Phe 
335 


Asp 


lie 


Pro Asp 


Asn 


Pro 


Pro 


Ala 


Ser 


Leu 


Tyr 


Thr 


Asn 


Met 


Asn 


Val 


Phe 








340 










345 










350 






Glu 


Asn 


Tyr 
355 


Glu 


Ala 


Ser 


Lys 


Ala 
360 


Tyr 


Ser 


Ser 


Val 


Asp 
365 


Glu 


Tyr 


Phe 


Trp 


Gly Lys 


Pro 


Pro 


Ser 


Thr 


Gly Asp Val 


Phe 


Val 
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Arg 
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Ser 


Ser 
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420 
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Glu 


Phe 
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Asn Gly Asn 


Phe 


Glu 


Met 


Ser 


Gly 


Val 


Asn 


Gin 


Lys 
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Phe 
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He 
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Cys 
455 
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He 
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Val 
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He 
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Ser 


He 
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Ser 
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tctcatgatc tcccacgttt ggcccatittt ttattaatgt tttatcaaga aatgccttgt 
1620 

gattggctat tgactcattt ccgtggtctg ttggctcaga aaaatgtgat ccgttttaaa 
1680 

ccatctctct ttcagcacat gggctattat tcatcataca aagggacgga gaataagctg 
1740 

aaggatgatg attttgaaga ggagtcattt gacattcctg ataacccccc tgcaagtctg 
1800 

tacaccaaca tgaatgtgtt tgaaaattat gaagcaagca aggcttacag tagtgttgat 
1860 

gagtactttt gggggaaacc accttcaaca ggagatgttt ttgtgattgt atttgaaaat 
1920 

ccaattataa taaaaaaaat taaagtaaat actggaacag aagatcggca aaatgatatt 
1980 

ttgcatcatg gagccctaga tgttggggaa aacgttatgc ctagcaaaca aaggagacaa 
,2040 

tgttctagtt acttaagact aggagaattc aaaaatggaa actttgaaat gtcaggtgta 
2100 

aatcaaaaaa ttccatttga tatacattgt atgaggatat atgtcaccaa aacacaaaag 
2160 

gaatggctaa ttattaggag tattagcatt tggacttctt agccaattaa atcagtatgt 
2220 

tcagtttctg aagcagttct tcctgcttcg tcttttgcta cctttgtctt ttggagggaa 
2280 

agcaatggat gggatatgtt aaaagaaaca ttaattacat tggcagtttt catttataca 
2340 

ttgttgacat aattttactc ttaatacaca cttgtattta ttttaacgtc tgaagttgaa 
2400 

tatcagtcta tagctaatgc tactttcatt tatattttta aatgttctta gttttaaaat 
2460 

ttcaactgat tgtcgaaagg gtaatatgaa agattttaaa tgaaaaaaat ttgttggatg 
2520 

atgatttttg aaaaatagtc accaactgta tatacttcct caagaactga taattcatta 
2580 

tatcatcaga tagcttttat taagcatctg tgggaatata cagttgggtg gaatgataat 
2640 

ctggtttatt ttttctgtaa acttaagttt ccgttgactt ctgtacatct acaatgaata 
2700 

cctcctcata gaagtggtgt ctttacataa ttttttgtgt aggtga 
2746 

<210> 3980 
<211> 478 
<212> PRT 

<213> Homo sapiens 
<400> 3980 

Met Phe Lys Phe His Gin Met Lys His He Phe Glu He Leu Asp Lys 

X 5 10 15 

Met Arg Cys Leu Arg Lys Arg Ser Thr Val Ser Phe Leu Gly Val Leu 

20 25 30 

Val He Phe Leu Leu Phe Met Asn Leu Tyr He Glu Asp Ser Tyr Val 

35 40 45 

Leu Glu Gly Asp Lys Gin Leu He Arg Glu Thr Ser Thr His Gin Leu 
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<400> 3979 

ccggcgctgc ttaccgctgt 
60 

caggcggtga cgagctgctc 
120 

gtcagaggtg tccgggtcag 
180 

tctatgcgaa gcaccgacgc 
240 

agcgaaccgc tgtacaggag 
300 

ggccatccct ggggaacaga 
360 

tatttaaatt gtgctgattt 
42 0 

aagtcatggc tttgcgggca 
480 

ttatcgggca ggttttctct 
540 • 

ctggagatca gccagatcac 
600 

gagctgcaga aaacgctata 
660 

cacagccctg attctgcgtg 
720 

tttctgtaca gcacagatta 
780 

caaatgaaac atatttttga 
840 

gtgtcattct tgggagttct 
900 

agctatgttc tggaaggaga 
960 

tcagaacgct atgttcatac 
1020 

acctatcgct acctagctgc 
1080 

tcttcagtaa agcgaaaaaa 
1140 

caatccagct atgaagagct 
1200 

tcttcctggc gtgatgccat 
1260 

gcaggaagat taatggttat 
1320 

aaaagaaatt acaatgatcc 
1380 

tatgcttttc tgcttaattt 
1440 

gatgttcgat gttcaaaaaa 
1500 

ggaacttact gggtaactct 
1560 



ggcggcaccg gggtcccggg 
aggtgcgagt ggcgggggca 
aggacgcgtg cgataatctg 
agccatgagt acctgcgggg 
ctcgactagc tgtcgcaccg 
atgcaacccg ggatctagag 
tcttctggag aactgagccc 
atagatcaga ggatattgcc 
gaagcttctc agctgctgtt 
ttgtatgcac aaagctgccg 
gcaaggttga agctttatcc 
agaaaggcta tctctacaga 
tgacagcgtc tttcttaaga 
aatacttgat aaaatgagat 
tgtcattttt ctccttttta 
caaacaactt ataagggaaa 
tttcaaggat ttatctaatt 
cacaccttta caaagaaagc 
aggaaactat ttacttgaga 
gaaggaaatt tcagtggtgg 
ggtccaggat attacacaga 
acatgctcca gaggagtatt 
agaagataga gtcaaatttc 
ttgtgccaat acttcagact 
tttcttaact gccatcaaga 
tgaattctct aagcttggct 



ggtgcgagca gcaggtggcg 
caggggtggg caggggccgg 
cgtgcattcg tcgataactg 
cttcactctg tgccacaacg 
tctgcacagg caccaccgaa 
agctgtcaca ttccaagaaa 
agggaatgaa actctccatc 
agttttctaa tggattattg 
acattctact tggatgggaa 
tggatctgtc tttcaaacaa 
actctgactc acccagaaag 
aactaaaacg gtatcaacgg 
agagaatgtt taaatttcat 
gcctgagaaa acgttctaca 
tgaacttgta cattgaagat 
catccacaca tcaactgaat 
tctcaggagc cataaatgtc 
ggtatcttac aattggactt 
caattaagtc aatttttgag 
ttcacctagc agactttaat 
aatttgcgca ccatattatt 
acccaatcct agatggcctt 
gttccaagca aaatgtagat 
attatgtaat gcttgaagat 
aagtcattgc atccctagaa 
acattggtaa actctatcat 
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<210> 3979 

<211> 2746 

<212> DNA 

<213> Homo sapiens 
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. tctagccaca cacaaataaa tatctgcggc ttagtgatag gactctacct tttctcctag 
2400 

aagcagttac tgaacatcca ggagtacaac tccttcccat cattcccatg tggaagggtc 
2460 

tctcccatca aggagaacat gtggcatctc tgatccttta cattgagaac atttgttgga 
2520 

tatgttcatt tattcaatag tcatttattg agcacctact acgtaccttg gtactgttca 
2580 

agctgtggga gatacagcgg taaacaaaca atatagagca gaaagttaaa tattttatgg 
2640 

ttcatatgtg aaaaagtaat tatgttta 
2668 

<210> 3978 
<211> 667 
<212> PRT 

<213> Homo sapiens 
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atcctggaaa cagtctacaa 
780 

gaaaaaatcc tggccgtttg 
840 

catggactcc tcttggacca 
1 900 

aatgtcagtg cccagccaga 
960, 

aaacaactga gagaactgca 
1020 

tctctgaagc agttttccct 
1080 

gctgaaaaaa tcctatttgt 
1140 

ctgactagaa aaggatccat 
1200 

cgtctcaagc agcagccact 
1260 

cgcagcactg tggctgagca 
1320 

cagctgaaga tcattaaaga 
1380 

attgacacag ctcaacacat 
1440 

aatgtggcct ttcaacagtc 
1500 

ctgttgcact tgacaatcga 
1560 

agagaagggc cttctcggga 
1620 

ctaggtcttt cctacaaagt 
1680 

gaaaagtaca atgttgtttt 
1740 

cagcactgct gggccctaca 
1800 

atcaagtggc gcctaagaaa 
1860 

caggtagatg tgttggagtc 
1920 

gactttgaaa gcatccgatt 
1980 

tttatcctat tgaaacctgt 
2040 

ttttgttcgc tggtcagtca 
2100 

agcattctcg tgaagggctt 
2160 

gttcggaatc atcagatcaa 
2220 

aaatactata cccaggctgg 
2280 

cataaattga aataacagcc 
2340 



acacagctgt ggggggttgc 
tcatggggtc atgtataaac 
gcatgaagaa ttctttatca 
agaggacgag gaggatctgg 
ggacttgcgc ctgattgagg 
acgagtggag attttgccat 
tggagaatct gtccagatgt 
tttgaaaaac caggaagaca 
cttcagcttg gtggactttg 
tctctggaag ttgatggtag 
cttttacctt ctgggacgtg 
gttgaaaaca ccacccactg 
agcacacaag gtattgctag 
gtatcacnng gaaaggagca 
aacttctccc cgggaagccc 
acagtggcca ctacatattc 
taagtactta ctgagtgtgc 
aatgcagcgc aagcacctca 
tcacatggca tttttggtgg 
tcagttctcc cagctgcttc 
ggctcatgac cacttcctga 
gtttcactgc ctgaatgaaa 
gaacctaggc ccactggatg 
tagccgccag tcttcactcc 
ctcagatttg gctcaactac 
tggaactctg ggcagtttcg 
acgttcccaa ggttgtaaca 



ctcctgttcg aagtgcactg 
agctctcagc ctggatgctc 
aacaggggcc atcttctggt 
gcattggggg actgacagga 
aagagaacat gctggcacca 
cctacattcc agtgagggtt 
ttgagaatca aaatgtgaac 
cttttgctgc agagctgcac 
aacaggtggt ggatcgcatt 
aagaatccga tttactgggt 
gagaactgtt tcaggccttc 
cagtaactga gcatgatgtg 
atgatgacaa ccttctccct 
caaagatgct actcaggnca 
ctgcatctgg ctgggcagcc 
tcttcacccc agctgtcctg 
gccgggtgca agctgagctg 
agtcgaacca gactgatgca 
ataatcttca gtactatctc 
atcagatcaa ttctacccga 
gcaatttgct ggctcaatcc 
tcctagatct ctgtcacagt 
agcgtggagc cgcccagctg 
tgttcaagat tctctccagt 
tgttacgact agattataac 
ggatgtgaaa atttctggct 
gaagattcaa aacatcccat 
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gtccacgaaa gaaggcccca cacttctccc atccggcctc cacgtaaacg cgt 
593 

<210> 3976 

<211> 101 . 

<212> PRT 

<213> Homo sapiens 

<400> 3976 

Met Gly Phe Ser Leu Leu Glu Gly Pro Ala Ser Leu Gin Pro Pro His 

15 10 15 

Arg Glu Ser Leu Pro Leu His Ser Leu Pro Arg Asp Gly Ser Trp Gly 

20 25 30 

Leu Lys Gly Ala Trp Ala Ser Ala Ser Leu Gin Ala Ala Ser Asn Ser 

35 40 45 

Gin Ser Gly Phe Gly Cys Pro Gin Cys Ser Pro Glu Ala Ala Ala Pro 

50 55 60 

His Pro Thr lie Leu Leu Leu Arg Arg Leu Gly lie lie Gly Leu Pro 
65 70 75 60 

Trp Lys Gly Ser Ser Arg Arg Gly Leu Arg Glu Pro His Arg Cys Pro 

85 90 95 

Leu Ala Cys Gin Thr 
100 

<210> 3977 

<211> 2668 

<212> DNA 

<213> Homo sapiens 

<400> 3977 

ccgcgactca gtctccgcag agcccgggcg ggagtagctg ggggaccccg ttgagctgcc 
60 

gaacttccgg gactcccccg cgaccccctt cccagcttcc cgtccgctcc gccgcagcga 
120 

ttgtctcggt gggttgattc ggcacaaacc gcccgaccca ggggccggtg cgcgtgtgga 
180 

aggggaagca ctcccctcgt ggtcgcctgg aggtgcgctg gaggaggggg tgacataacc 
240 

agggactcga ggtccgccgt gggaatgatc cacgaactgc tcttggctct gagcgggtac 
300 

cctgggtcca ttttcacctg gaacaagcgg agtggcctgc aggtatcgca ggacttccct 
360 

ttcctccacc ccagtgagac cagtgtcctg aatcgactct gccggctcgg cacagactat 
420 

attcgcttca ctgagttcat tgaacagtac acgggccatg tgcaacagca ggatcaccat 
480 

ccatctcaac agggccaagg tgggttacat ggaatctacc tgcgggcctt ctgcacaggg 
540 

ctggattctg ttttgcagcc ttatcgccaa gcactgcttg atttggaaca agagttcctg 
600 

ggtgatcccc atctctccat atcacatgtc aactacttcc tagaccagtt ccagcttctt 
660 

tttccctctg tgatggttgt agtagaacaa attaaaagtc aaaagattca tggttgtcaa 
720 
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Leu 


Asp 


Phe 


Pro 


His 


Ser 


Thr 


His 


Val 




210 










? i ^ 










220 










Lys 


Ser 


Cys 


Phe 


vjXIl 


ZV en 


Met 


Glu 


He 


Cvs 


Lys 


Arg 


Arg 


val 


Asn 


Met 


225 










230 










235 










240 


Tyr 


Asp 


Thr 


Val 


Asn 


Gin 


Ser 


Lys 


Thr 


Pro 


Phe 


He 


Thr 


His 


Val 


Ala 






245 










250 










255 




Pro 


Ser 


Thr 


Ser 


Thr 


Asn 


Leu 


Thr 


Met 


Thr 


Phe 


Asn 


Asn 


Gin 


Leu 


Thr 








260 










265 










270 






Thr 


Val 


His 


Asn 


Gin 


Pro 


Ser 


Ala 


Ala 


Ser 


Met 


Ala 


Ala 


Ala 


Ala 


Gin 






275 










280 










285 








Arg 


Ser 


Met 


Pro 


Leu 


Gin 


Thr 


Gly 


Thr 


Ala 


Gin 


He 


Cys 


Ala 


Arg 


Pro 


290 










295 










300 










Asp 


Pro 


Phe 


Gin 


Gin 


Ala 


Leu 


He 


Val 


Cys 


Pro Pro Gly Leu Gin Ala 


305 










310 










315 










320 


Leu 


Gin 


Ala 


Ser 


Pro 


Phe 


Thr 


Arg 



















325 



<210> 3975 
<211> 593 
<212> DNA 

<213> Homo sapiens 
<400> 3975 

ggatcccagg gaccttcctg tggccctggg gacggatggg gttcagcttg ctggaggggc 
60 

cggccagcct ccaacctcct cacagggaga gcctccctct ccactctctc cccagggatg 
120 

gctcttgggg gctcaaggga gcctgggcct ctgccagcct gcaagctgcc tccaactctc 
180 

agtcaggatt tggatgcccc cagtgcagtc ctgaggccgc cgccccccat cctactatcc 
240 

tgcttctgag gcgtctcgga ateataggee tcccgtggaa ggggagcagc aggegaggtc 
300 

tgcgtgagcc ccacagatgc ccgctcgcct gecagactta aaagtctgtg cccctccccg 
360 

accaccaggg tacccagatc ccaggcggct cagccaggcc cagagcccca agagctgggc 
420 

tgttctctcc aactgggatc tggggtaggg gctgctcccc caagtccctg ggggactgtc 
480 

tgggacatcc aggccctgtc ttcttgtctt aaccactcac aacagagaac acgatgttct 
540 
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ctaggtctta tccacgctga cctcaaacca gaaaacatca tgctggtgga tccatctaga 
60 

caaccataca gagtcaaggt catcgacttt ggttcagcca gccacgtgtc caaggctgtg 
120 

tgctccacct acttgcagtc cagatattac agggcccctg agatcatcct tggtttacca 
180 . 

ttttgtgagg caattgacat gtggtccctg ggctgtgtta ttgcagaatt gttcctgggt 
240 

tggccgttat atccaggagc ttcggagtat gatcagattc ggtatatttc acaaacacag 
300 

ggtttgcctg ctgaatattt attaagcgcc gggacaaaga caactaggtt tttcaaccgt 
360 

gacacggact caccatatcc tttgtggaga ctgaagacac cagatgacca tgaagcagag 
420, 

acagggatta agtcaaaaga agcaagaaag tacattttca actgtttaga tgatatggcc 
480 

caggtgaaca tgacgacaga tttggaaggg agcgacatgt tggtagaaaa ggctgaccgg 
540 

cgggagttca ttgacctgtt gaagaagatg ctgaccattg atgctgacaa gagaatcact 
600 

ccaatcgaaa ccctgaacca tccctttgtc accatgacac acttactcga ttttccccac 
660 

agcacacacg tcaaatcatg tttccagaac atggagatct gcaagcgtcg ggtgaatatg 
720 

tatgacacgg tgaaccagag caaaacccct ttcatcacgc acgtggcccc cagcacgtcc 
780 

accaacctga ccatgacctt taacaaccag ctgaccactg tccacaacca gccctcagcg 
840 ^ 

gcatccatgg ctgcagcggc ccagcggagc atgcccctgc agacaggaac agcccagatt 
900 

tgtgcccggc ctgacccgtt ccagcaagct ctcatcgtgt gtccccccgg cctgcaagcc 
960 

ttgcaggcct ctcccttcac gcgt 
984 

<210> 3974 
<211> 328 
<212> PRT 

<213> Homo sapiens 



<400> 3974 




















Leu 


Gly 


Leu 


He 


His Ala Asp Leu 


Lys 


Pro 


Glu 


Asn 


He 


Met 


Leu Val 


1 






5 




10 










15 


Asp 


Pro 


Ser 


Arg 


Gin Pro Tyr Arg 


Val 


Lys 


Val 


He 


Asp 


Phe 


Gly Ser 






20 




25 










30 




Ala 


Ser 


His 


Val 


Ser Lys Ala Val 


Cys 


Ser 


Thr Tyr 


Leu 


Gin 


Ser Arg 






35 




40 










45 






Tyr 


Tyr 
50 


Arg 


Ala 


Pro Glu He He 
55 


Leu 


Gly 


Leu 


Pro 
60 


Phe 


Cys 


Glu Ala 


He 


Asp 


Met 


Trp 


Ser Leu Gly Cys 


Val 


He 


Ala 


Glu 


Leu 


Phe 


Leu Gly 


65 








70 






75 








80 


Trp 


Pro 


Leu 


Tyr 


Pro Gly Ala Ser 


Glu 


Tyr 


Asp 


Gin 


He 


Arg 


Tyr He 








85 




90 










95 


Ser 


Gin 


Thr 


Gin 


Gly Leu Pro Ala 


Glu 


Tyr 


Leu 


Leu 


Ser 


Ala 


Gly Thr 
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85 

<210> 3971 

<211> 433 

<212> DNA 

<213> Homo sapiens 

<400> 3971 

acgcgtgact gatgatgttc tagcgggaga 
60 

gacagatatg tggtattaag agctctggga 
120 

ctggggaacg ggtaatcaga gaaaccctca 
180 

ttaaaggaag gagggaggtc ccctgacaga 
240 

gcttgtgttg aggaagagca aggccagtgt 
300 

gttgtaagca atgagcttag acaggaaatg 
360 

attgtccgaa cttgggcttt tactccgggt 
420 

ctaatcacca gaa 
433 



agacagaaga aagagagaga gaatatgaat 
aaaaaatgga gcatggaagg gagagcccgg 
ctcatagggt ggtgcccttt atgcagagac 
gagaatggta agtgcaaagg tcctgggtgg. 
ggctggaaca gagtgagtga aggggagaga 
gggtctggtt cacatgggaa atggtaggac 
gaaatgggca ctcctataga tgctcccgtc 



<210> 3972 

<211> 120 

<212> PRT 

<213> Homo sapiens 



<400> 3972 

Met Ser Tyr His Phe Pro Cys Glu 
. 1 5 
Ser Leu Leu Thr Thr Leu Ser Pro 
20 

Trp Pro Cys Ser Ser Ser Thr Gin 

35 40 
Pro Phe Ser Leu Ser Gly Asp Leu 

50 55 
Lys Gly His His Pro Met Ser Glu 
65 70 
Ser Arg Ala Leu Pro Ser Met Leu 
85 

Thr Thr Tyr Leu Ser Phe lie Phe 
100 

Pro Leu Glu His His Gin Ser Arg 
115 120 



Pro Asp Pro lie Ser Cys Leu Ser 

10 15 
Ser Leu Thr Leu Phe Gin Pro His 
25 30 
Ala His Pro Gly Pro Leu His Leu 
45 . 

Pro Pro Ser Phe Lys Ser Leu His 
60 

Gly Phe Ser Asp Tyr Pro Phe Pro 

75 80 
His Phe Phe Pro Arg Ala Leu Asn 

90 95 
Ser Leu Ser Phe Phe Cys Leu Leu 
105 HO 



<210> 3973 

<211> 984 

<212> DNA 

<213> Homo sapiens 



<400> 3973 
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<212> DNA . ^ 

<213> Homo sapiens 

<400> 3969 

ggcacctcgg gcaggacctc cctggtcgga agtggccgtg agcccaagcc gcggtcccgg 

'60 . 

gtgagtacgg ggcggggcgg aggcatgtgc gaggctctct gcctgtacgc tggaaagtgg 
120 

ggattgcaac tcggggaggg atggagcacg cgtcgtcgcc tgggaaacgg gtcgacccgc 
180 

ggaaggcgag cgggtgggac ttccggagca gttaatggtg gggaaacttt ctagtggatg 
240 

tgggaggagg cgggacttcc tgcagcaaat tggggctgtg cgccgctcaa gcccgtttac 
300 

ctgctcccca ggccggcacc caggatgggc gaggtggagg ccccgggccg cttgtggctc 
360 

gagagccccc .ctgggggagc gccccccatc ttcctgccct cggacgggca agccctggtc 
420 

ctgggcaggg gacccctgac ccaggttacg gaccggaagt gctccagaac tcaagtggag 
480 

ctggtcgcag atcctgagac ccggacagtg gcagtgaaac aggtatcagt gcctctgcaa 
540 

gggccagcaa ggcctgggga tgggatttgg ggaggaattg caagccgtca gtgaaggggt 
600 

acattaggaa aatctgattg gggccgggcg tggtggctca agcctgtaat cccagcactt 
660 

tgggaggccg aggcgggcgg atcgcttgaa cccaggagtt cgagaccagc ctgagcgaca 
720 

tggtgaaacc tgtctctcta aaaaattagc gggaatggfcg gcgcgtcctt gtagttccta 
780 

atcgggaggc tgaagcggga ggatcccttg agcccagtag gtcaagggtg tagtgagcag 
840 ' ' 

tgatcaccac actgtacttc agcctgggtg acagagcgag aacctgtctc aaaaaaagaa 
900 

aagaaaaaat atggc 
915 

<210> 3970 
<211> 89 
<212> PRT 

<213> Homo sapiens 
<400> 3970 

Met Gly Glu Val Glu Ala Pro Gly Arg Leu Trp Leu Glu Ser Pro Pro 

1 5 10 .15 

Gly Gly Ala Pro Pro lie Phe Leu Pro Ser Asp Gly Gin Ala Leu Val 

20 25 30 

Leu Gly Arg Gly Pro Leu Thr Gin Val Thr Asp Arg Lys Cys Ser Arg 

35 40 45 

Thr Gin Val Glu Leu Val Ala Asp Pro Glu Thr Arg Thr val Ala Val 

50 55 60 

Lys Gin Val Ser Val Pro Leu Gin Gly Pro Ala Arg Pro Gly Asp Gly 
65 70 75 80 

lie Trp Gly Gly lie Ala Ser Arg Gin 
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gccctggagg tggagtggca cctgctggcc caccccagca tcacagatgt ggctgtgatt 
240 

ggagttccgg atatgacatg gggccagcgg gtcactgctg tggtgaccct ccgagaagga 
300 

cactcactgt cccacaggga gctcaaagag tgggccagaa atgtcctggc cccgtacgcg 
360 

gtgccctcgg agctggtgct ggtggaggag atcccgcgga accagatggg caagattgac 
420 

aagaaggcgc tcatcaggca cttccacccc tcatgacccg gcagactggg actgcgggtc 
480 

tggtggggag cagcagacgt ccccttcaca ccgagaacca cgggggcccg tccaagacct 
540 

ggcctccctt aaacctgaac cccccaaatc aggtcacgta gaatcaagaa ctgtttggga 
600 

tgaaatcacc atgtggggtc cccagcctcg ggccagttgt tgcagctcaa ggagaccgtc 
660 

cctggtgtca cctctgcctg gtcaccgccg acctcatctg tgcagcgcgg tgcagccagc 
720 - 
ccctggcccc acgtgctgag gcacctcccg ccccacagtg ccctgcagtt gccaggctct 
780 

ccagggcagg tcccagaggt ttcccacaaa aaacaaataa agactccact ggaggaaaca 
840 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aa 
892 

<210> 3968 

<211> 151 

<212> PRT 

<213> Homo sapiens 

<400> 3968 



Xaa 


Pro 


Ala 


Arg 


Pro 


Arg 


Arg 


Ala 


Arg 


Gly Gly 


Gly 


Arg 


Gly 


Arg 


Val 


1 








5 










10 










15 




Val 


Ala 


Arg 


Gin 


He 


Leu 


Pro 


Arg 


Gly 


Arg Gly 


Arg 


Leu 


val 


Gly 


Asp 








20 










25 










30 






Thr 


Val 


Val 


Phe 


Lys 


Asp 


Gly 


Gin 


Tyr 


Trp 


He 


Arg 


Gly 


Arg 


Thr 


Ser 






35 










40 










45 








Val 


Asp 


He 


He Lys 


Thr 


Gly 


Gly 


Tyr 


Lys 


Val 


Ser 


Ala 


Leu 


Glu 


Val 




50 










55 










60 










Glu 


Trp 


His 


Leu 


Leu 


Ala 


His 


Pro 


Ser 


He 


Thr 


Asp 


Val 


Ala 


Val 


He 


65 










70 










75 










80 


Gly Val 


Pro 


Asp 


Met 


Thr 


Trp 


Gly 


Gin 


Arg 


Val 


Thr 


Ala 


Val 


Val 


Thr 










85 










90 










95 




Leu 


Arg 


Glu Gly His 


Ser 


Leu 


Ser 


His 


Arg 


Glu 


Leu 


Lys 


Glu 


Trp 


Ala 








100 










105 










110 






Arg 


Asn 


Val 


Leu 


Ala 


Pro 


Tyr 


Ala 


Val 


Pro 


Ser 


Glu 


Leu 


Val 


Leu 


Val 






115 










120 










125 








Glu 


Glu 


He 


Pro 


Arg 


Asn 


Gin 


Met 


Gly 


Lys 


He 


Asp 


Lys 


Lys 


Ala 


Leu 




130 










135 










140 










lie 


Arg 


His 


Phe 


His 


Pro 


Ser 





















145 150 

<210> 3969 
<211> 915 
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450 455 460 

Gly Pro Tyr lie Phe Leu Glu Gly Lys Lys Pro Leu Leu Tyr Phe Pro 
465 470 475 480 

Asp Thr Pro Pro Pro Pro Leu Glu Lys Ala Ala Glu Ala Ala Leu Phe 

485 490 495 

Lys Gly Lys Trp Asp Asp Glu Ala Arg Glu Met Ala Pro Pro Pro Ala 

500 505 . 510 

Pro Leu Leu Ala Pro Arg Pro . Gly Glu Thr Arg Pro Gly Cys Arg Lys 

515 520 525 

Pro Gly Thr Val Ser Phe Ala Asp Val Ala Val Tyr Phe Ser Pro Glu 

530 535 540 

Glu Trp Gly Cys Leu Arg Pro Ala Gin Arg Ala Leu Tyr Arg Asp Val 
545 550 555 560 

Met Gin Glu Thr Tyr Gly His Leu Gly Ala Leu Gly Phe Pro Gly Pro 

565 570 575 

Lys Pro Ala Leu lie Ser Trp Met Glu Gin Glu Ser Glu Ala Trp Ser 

580 585 590 

Pro Ala Ala Gin Asp Pro Glu Lys Gly Glu Arg Leu Gly Gly Ala Arg 

595 600 ' 605 

Arg Gly Asp Val Pro Asn Arg Lys Glu Glu Glu Pro Glu Glu Val Pro 

610 615 620 

Arg Ala Lys Gly Pro Arg Lys Ala Pro Val Lys Glu Ser Pro Glu Val 
625 630 635 640 

Leu Val Glu Arg Asn ^ Pro Asp Pro Ala lie Ser Val Ala Pro Ala Arg 

645 650 655 

Ala Gin Pro Pro . Lys Asn Ala Ala Trp Asp Pro Thr Thr Gly Ala Gin 

660 665 670 

Pro Pro Ala Pro lie Pro Ser Met Asp Ala Gin Ala Gly Gin Arg Arg 

675 680 685 

His Val Cys Thr Asp Cys Gly Arg Arg Phe Thr Tyr Pro Ser Leu Leu 

690 695 700 

Val Ser His Arg Arg Met His Ser Gly Glu Arg Pro Phe Pro Cys Pro 
705 710 715 720 

Glu Cys Gly Met Arg Phe Lys Arg Lys Phe Ala Val Glu Ala His Gin 

725 , 730 735 

Trp He His Arg Ser Cys Ser Gly Gly Arg Arg Gly Arg Arg Pro Gly 

740 745 750 

He Arg Ala Val Pro Arg Ala Pro Val Arg Gly Asp Arg Asp Pro Pro 

755 760 765 

Val Leu Phe Arg His Tyr Pro Asp He Phe Glu Glu Cys Gly 
770 775 780 

<210> 3967 

<211> 892 

<212> DNA 

<213> Homo sapiens 

<400> 3967 

nacccggccc gaccccggcg cgcgcgcggc ggaggacgag gaagagttgt ggcgaggcag 
60 

atcctgcccc gtggccgcgg ccgtctcgta ggggacaccg tggtgtttaa ggatggccag 
120 

tactggatcc gaggccggac ctcagtggac atcatcaaga ctggaggcta caaggtcagc 
180 
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20 










25 










30 






Asp 


Val 


Ala 

■a c 


Val 


Tyr 


Phe 


Ser 


Pro 
40 


Glu 


Glu 


Trp 


Glu 


Cys 
45 


Leu 


Arg 


Pro 


Ala 


Gin 


Arg 


Ala 


Leu 


Tyr Arg Asp Val 


Met 


Arg 


Glu 


Thr 


Phe 


Gly His 




50 










55 










60 










Leu Gly 


Ala 


Leu Gly 


Glu 


Ala 


Gly 


Pro 


Ser Gly Arg Asp 


Pro 


Gin 


Ser 


65 










70 










7 c. 










80 


Val 


Gly 


trim 


Ser 


Val 


Pro 


Lys 


Pro 


Ala 


Phe 


He 


Ser 


Trp 


Val 


Glu Gly 










85 










90 . 










95 




Glu 


Val 


Glu 


Ala 
100 


Trp 


Ser 


Pro 


Glu 


Ala 
105 


Gin 


Asp 


Pro 


Asp 


Gly 
110 


Glu 


Ser 


Ser 


Ala 


M.J.CI 


Phe 


Ser 


Arg Gly Gin Gly Gin 


Glu 


Ala 


Gly 


Ser 


Arg Asp 






TIE 
113 










120 










125 








Gly Asn 


uJ-U 


Glu 


Lys 




Arg 


Leu 


Lys 


Lys 


Cys 


Pro 


Lys 


Gin 


Lys 


Glu 




130 










135 










140 










Val 


Ala 


ril c> 


Glu 


Val 


Ala 


Val 


Lys 


Glu 


Trp 


Trp 


Pro 


Ser 


Val 


Ala 


Cys 


145 










150 . 










155 










160 


Pro 


Glu 


File 


Cys 


Asn 
165 


Pro 


Arg 


Gin 


Ser 


Pro 
170 


Met 


Asn 


Pro 




Leu 
175 


Lys 


Asp 


Thr 


Leu 


Thr Arg 


Arg 


Leu 


Pro 


His 


Ser 


Cys 


Pro 


Asp 


Cys 


Gly Arg 








180 










185 










190 






Asn 


Phe 


195 


Tyr 


Pro 


Ser 


Leu 


Leu 
200 


Ala 


Ser 


His 


Gin 


Arg 
205 


Val 


His 


Ser 


Gly Glu 


Arg 


Pro 


Phe 


Ser 


Cys 


Gly 


Gin 


Cys 


Gin 


Ala 


Arg 


Phe 


Ser 


Gin 




210 










215 










220 










Arg 


Arg 


Tyr 


Leu 


Leu 


Gin 


His 


Gin 


Phe 


He 


His 


Thr Gly 


Glu 


Lys 


Pro 


225 










230 










235. 










240 


Tyr 


Pro 


Cys 


Pro 


Asp 


Cys 


Gly Arg Arg 


Phe 


Arg 


Gin 


Arg 


Gly 


Ser 


Leu 










245 










250 










255 




Ala 


He 


nis 


Arg 


Arg 


Ala 


His 


Thr Gly Glu Lys 


Pro 


Tyr 


Ala 


Cys 


Ser 








260 










265 










270 






Asp 


Cys 


Lys 

, Z 1 D 


Ser 


Arg 


Phe 


Thr 


Tyr 
280 


Pro 


Tyr 


Leu 


Leu 


Ala 
285 


lie 


His 


Gin 


Arg 


Lys 


nis 


Thr Gly 


Glu 


Lys 


Pro 


Tyr 


Ser 


Cys 


Pro 


Asp 


Cvs 


Ser 


Leu 




290 










295 










300 










Arg 


Phe 


Ala 


Tyr 


Thr 


Ser 


Leu 


Leu 


Ala 


He 


His 


Arg Arg 


He 


His 


Thr 


305 










310 










315 










320 


Gly Glu 


ys 


Pro 


Tyr 


Pro 


Cys 


Pro 


Asp 


Cys 


Gly Arg Arg 


. Phe 


Thr 


Tyr 










325 










330 










335 




Ser 


Ser 


Leu 


Leu 
340 


Leu 


Ser 


His 


Arg 


Arg 
345 


lie 


His 


Ser 


Asp 


Ser 
350 


Arg 


Pro 


Phe 


Pro 




Val 


Glu 


Cys 


Gly Lys 


Gly Phe 


Lys 


Arg 


Lys 


Thr 


Ala 


Leu 






355 










360 










365 








Glu 


Ala 
370 


His 


Arg 


Trp 


He. 


His 
375 


Arg 


Ser 


Cys 


Ser 


Glu 
380 


Arg 


Arg 


Ala 


Trp 


Gin 


Gin 


Ala 


Val 


Val 


Gly Arg 


Ser 


Glu 


Pro 


He 


Pro 


Val 


Leu 


Gly Gly 


385 










390 










395 










400 


Lys 


Asp 


Pro 


Pro 


Val 


His 


Phe 


Arg 


His 


Phe 


Pro Asp 


He 


Phe 


Gin 


Glu 










405 










410 










415 




Phe 


Cys 


Gin 


Gin 


Arg 


Leu Gin Asp Arg Gly Val 


Pro 


Ser 


Asn 


Ala 


Pro 








420 










425 










430 






Pro 


Val 


Pro 


Gly Gin 


Ser 


Pro 


Arg 


Ser 


Phe 


Phe 


Arg 


Asp 


Arg 


Arg 


Gin 






435 










440 










445 








Ser 


Ser 


Ala 


Val 


Ala 


Tyr 


Cys 


Gly His 


Arg Gly Val 


Ser 


Glu 


Ala 


Ser 
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tattgcgggc acagaggggt aagtgaagct tcgggccctt acatctttct tgaaggcaag 
1620 . ' ~ ' 

aagcctctcc tctacttccc agacaccccg cctcccccac tagaaaaagc agccgaagcg 
1680 . 

gctttattta agggcaagtg ggacgatgag gccagagaaa tggcgccgcc cccagccccg 
1740 

ctcctggcgc cgaggcccgg ggagacccgg cctggttgca ggaagcccgg gactgtgagc 
1800 ... 

ttcgcggacg tggccgtgta cttctccccg gaggagtggg gctgtctgcg gcccgcgcag 
1860 ' 
agggctctgt accgggacgt gatgcaggag acctacggcc acctgggcgc gctcggattc 
1920 

ccaggcccca aaccagccct catctcttgg atggaacagg' agagtgaggc ttggagcccc 
1980 

gccgcccagg atcctgagaa gggggaaaga ctgggaggag ctcggagagg agatgtccca 
2040 

aacaggaagg aagaggaacc ggaggaagtc ccaagagcca aagggcctag aaaggctcct 
2100 

gtgaaggaga gtcctgaagt gctggtggaa cgcaaccctg acccagctat tagcgtggcc 
2160 

ccggcacggg cacagccacc caaaaatgct gcctgggacc cgaccacagg agcacagccc 
2220 

ccggcaccca tacccagcat ggatgctcag gccggccagc ggcgccacgt gtgcacggac 
2280 

tgcggccgcc gcttcaccta cccctcactg ctggtcagcc acaggcgcat gcactcgggg 
2340 

gagcggcctt tcccctgccc cgagtgtggc atgcgcttca agaggaagtt cgcagtggaa 
2400 

gcgcaccagt ggatccaccg ctcctgctcc ,ggggggcggc ggggccggag gcctgggatc 
2460 

cgggctgtgc ctcgggcccc cgtccgaggt gaccgggacc cgcctgtgct cttccggcac 
2520 > 

tacccagaca tcttcgagga gtgcggctga gcggcaccgc aggctggagt tgagcctgac 
2580 

cttggcacga aggactgacg gatccctgag gtgggccact gagtcgggga ctccggaact 
2640 

gaaattcatg ccctgggctt tcctcaagga tccctcaagt ttccaacttg taaaaagaaa 
2700 

agtgcctgta aagattcgaa tagattagac ttgccaccca tctccccagt cttttgttta 
2760 

acaaaaaaaa aaaaaaaaaa aaaaaaaaag aagagagtga gaccctggac tcatttcaaa 
2820 

gtgttatctg aagatcaggt gcaacagaga 
2850 

<210> 3966 - 
<211> 782 - 
<212> PRT 

<213> Homo sapiens 
<400> 3966 

Met Gly Pro Pro Leu Ala Pro Arg Pro Ala His Val Pro Gly Glu Ala 

15 10 15 

Gly Pro Arg Arg Thr Arg Glu Ser Arg Pro Gly Ala Val Ser Phe Ala 
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<400> 3965 

ngttgcgggg ccacccttcc cgctggtttc 
60 

gcgaggggtg ttgacgccag gaaggttcca 
120 

cttgtctgag gaaagacagg aaagcgccag 
180 

gccaggcaga aagggtttcc catggggccg 
240 

ggggaggccg ggccccggag gacgagggaa 
300 

gtggccgtgt acttctctcc cgaggagtgg 
360 

taccgggacg tgatgcggga gaccttcggc 
420 

tccggccggg acccccagtc cgtcggattt 
480 

gtggaaggag aagtggaggc gtggagcccg 
540 

gcagctttca gcaggggcca aggacaggaa 
600 

gaaaggctga agaagtgtcc aaaacaaaaa 
660 

tggtggccca gcgtcgcctg cccagagttc 
720 

tggctcaagg acactctgac ccgaagactg 
780 

ttcagctacc cttccctcct ggccagccac 
840 

tcctgcggcc agtgtcaggc gcgtttctcc 
900 

atccacaccg gcgagaagcc ctacccctgc 
960 

ggttccctgg ctatccacag gcgggctcac 
1020 

tgcaagagtc gcttcactta cccctacctg 
1080 

gagaagccct acagctgccc cgattgcagc 
1140 

atccacaggc gcatacacac cggcgagaag 
1200 

ttcacctatt cttccctcct cctcagtcac 
1260 

ccctgcgtgg agtgtgggaa aggcttcaag 
1320 

atccaccgct cctgcagcga gaggcgcgcg 
1380 

cccatccctg ttttgggagg caaggatccc 
1440 

tttcaagagt tctgtcaaca gaggcttcag 
1500 

gtcccaggcc aatcaccgcg cagcttcttc 
1560 



cctcgtggtg tgtaaaggca gagaggaaag 
tcttggttaa gggcaggagt cccttacgga 
catctccacc ttccccggaa gcctcccttt 
cccctggcgc cgcgcccggc ccacgtaccc 
agcaggccgg gcgccgtgag cttcgcggac 
gaatgcctgc ggccagcgca gagggccctg 
cacctgggcg cgctgggtga ggccgggccc 
tcagttccca aacccgcttt tatctcgtgg 
gaggcccagg atcccgacgg tgagagctct 
gcaggatcca gggatgggaa tgaggagaag 
gaggtggcgc atgaagtggc tgtcaaggag 
tgcaacccta ggcagagccc catgaatccc 
ccccactctt gcccagactg tggccgcaac 
cagcgggtcc actccgggga gcggcccttc 
cagcgcaggt acctgctcca gcatcagttc 
cccgactgcg ggcgccgctt ccgccagagg 
accggggaga agccttacgc gtgctcagac 
ctggccatcc accagcgcaa gcacacgggc 
ctccgtttcg cctacacctc cctgctggcc 
ccctacccct gtcctgactg cggccgccgc 
cggcgcattc actccgacag ccggcccttc 
cgcaagaccg ccctggaagc ccatcggtgg 
tggcagcagg ccgtggtggg gcgttcagag 
ccagttcact tccggcactt tccagatata 
gaccgcgggg tcccttcaaa tgccccgcca 
cgggatcgtc gccaatcatc ggccgttgcg 
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Met 
65 



50 . 55 

Glu lie Asp Lys His Ser 
70 



Leu Asn 



60 

lie Gly Asp 
75 



Tyr Asn Arg Thr 
80 



Val Gly Lys Gly Pro Gly Ser Arg Pro Gin lie Ser Lys Glu Ser Ser 

85 90 95 

Met Glu Arg Asn Pro Tyr Phe Asp Lys Asn Gly Asn Pro Ser Met Phe 

100 105 110 

Gly Val Gly Asn Thr Ala Ala Gin Pro Arg Gly Met Gin Gin Pro Pro 

115 120 125 

Ala Gin Pro Leu Ser Ser Ser Gin Pro Asn Leu Arg Ala Gin Val Pro 

130 135 140 

Pro Pro Leu Leu Ser Pro Gin Val Pro Val Ser Leu Leu Lys Tyr Ala 
145 150 155 160 

Pro Asn Asn Gly Gly Leu Asn Pro Leu Phe Gly Pro Gin Gin Val Ala 

165 170 175 

Met Leu Asn Gin Leu Ser Gin Leu Asn Gin Leu Ser Gin lie Ser Gin 

180 185 .190 

Leu Gin Arg Leu Leu Ala Gin Gin Gin Arg Ala Gin Ser Gin Arg Ser 

195 200 205 

Val Pro Ser Gly Asn Arg Pro Gin Gin Asp Gin Gin Gly Arg Pro Leu 

210 215 % 220 

Ser Val Gin Gin Gin Met Met Gin Gin Ser Arg Gin Leu Asp Pro Asn 
225 230 235 240 

Leu Leu Val Lys Gin Gin Thr Pro Pro Ser Gin Gin Gin Pro Leu His 

245 . 250 255 

Gin Pro Ala Met Lys Ser Phe Leu Asp Asn Val Met Pro His Thr Thr 

260 265 270 

Pro Glu Leu Gin Lys Gly Pro Ser Pro lie Asn Ala Phe Ser Asn Phe 

275 280 285 

Pro lie Gly Leu Asn Ser Asn Leu Asn Val Asn Met Asp Met Asn Ser 

290 295 300 

lie Lys Glu Pro Gin Ser Arg Leu Arg Lys Trp Thr Thr Val Asp Ser 
305 310 315 320 

lie Ser Val Asn Thr Ser Leu Asp Gin Asn Ser Ser Lys His Gly Ala 

325 330 335 

He Ser Ser Gly Phe Arg Leu Glu Glu Ser Pro Phe Val Pro Tyr Asp 

340 345 350 

Phe Met Asn Ser Ser Thr Ser Pro Ala Ser Pro Pro Gly Ser He Gly 

355 360 365 

Asp Gly Trp Pro Arg Ala Lys Ser Pro Asn Gly Ser Ser Ser Val Asn 

370 375 380 

Trp Pro Pro Glu Phe Arg Pro Gly Glu Pro Trp Lys Gly Tyr Pro Asn 
385 390 395 400 

He Asp Pro Glu Thr Asp Pro Tyr Val Thr Pro Gly Ser Val lie Asn 

405 410 415 

Asn Leu Pro He Asn Thr Val Arg Glu Val Asp His Leu Arg Asp Arg 

420 425 430 

Asn Ser Gly Thr 



435 



<210> 3965 
<211> 2850 
<212> DNA 



<213> Homo sapiens 
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ggcaatccca gtatgtttgg tgttggaaac 
420 

cctccagcac aacctcttag ttcatctcag 
480 

ttactctccc ctcaggttcc agtttcattg 
540 

aatccactct ttggccctca acaggtagcc 
600 

ctttctcaga tctcccagtt acagcgattg 
660 

agaagcgtgc cttctgggaa ccggccgcag 
720 

cagcagcaaa tgatgcaaca atctcgtcaa 
780 

actccaccat ctcagcagca gccactccat 
840 

gtcatgcccc acactacacc tgagctgcaa 
900 

aacttcccta taggcttgaa ctcaaacttg 
960 

gagccacagt caagactaag gaagtggacg 
1020 

ttggatcaaa actccagcaa acatggtgct 
1080 

ccatttgttc cctatgactt tatgaacagc 
1140 

ataggagatg gctggccacg tgccaaatcg 
1200 

ccagaatttc gtcctggtga gccatggaaa 
1260 

ccttacgtca ctcctggcag tgtcataaac 
1320 

gaccacctca gggacaggaa cagtggtacg 
1380 

cttaacacag tttaagaatg gctcatgtag 
1440 

ggtactctgg gatcacttga gcccaggagc 
1500 

accctgtctc ttt 
1513 



acagcagcac aaccccgggg catgcagcag 
cctaatctcc gtgctcaagt gcctcctcca 
ctgaagtatg caccaaacaa cggtggcctg 
atgctgaacc agctatccca gctaaaccag 
ttagcgcagc agcaaagggc gcagagtcag 
caagaccagc agggtcgacc tcttagtgtg 
cttgatccaa acctgttggt gaagcagcag 
cagccagcca tgaagtcttt ccttgacaat 
aaagggccat caccaataaa tgctttcagc 
aatgtaaata tggatatgaa cagtattaaa 
acagtggaca gcatttctgt gaacacatct- 
atttcaagtg gtttcaggct ggaagagtct 
agtacttcac cagccagtcc tccaggttca 
cctaacggct ctagcagtgt taattggcca 
ggttatccaa acattgaccc tgaaactgac 
aatcttccaa ttaatactgt gcgggaagtt 
tagggggtgc aaatcaattt ctgagtgaca 
taaccagcta ctctgggcga ctgagcccag 
ttgagcaagc ctgggcaaca tagttgtggg 



<210> 3964 
<211> 436 
<212> PRT 

<213> Homo sapiens 
<400> 3964 

Met Ala Met Ala Ser Phe Leu Leu Phe Tyr Phe Thr Lys Gly Met Met 

1 5 10 15 

Lys Gly Gly Asn Lys Gin Glu Glu Ala Trp lie Asn Pro Phe Val Lys 

20 25 30 

Gin Phe Ser Asn lie Ser Phe Ser Arg Asp Ser Pro Glu Glu Asn Val 

35 40 45 

Gin Ser Asn Lys Met Asp Leu Ser Gly Gly Met Leu Gin Asp Lys Arg 
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35 










40 






45 








val 


Ala 


Glu 


Val 


Thr 


Thr 


Cys 


Glu 


Tyr 


Glu Val Val 


He 


Leu 


Thr 


Pro 




50 










55 






60 










Leu 


Leu 


Cys 


Ser 


His 


Pro 


Lys 


Tyr 


Arg 


Phe Arg Ala 


Ser 


Pro 


Val 


Asn 


65 










70 








75 








80 


Asp 


He 


Phe 


Cys 


Gin 


Ser 


Leu 


Pro 


Gly Ser Pro Phe 


Lys 


Pro 


Leu 


Thr 










85 










90 






95 




Leu 


Arg 


Gin 


Leu 


Glu 


Gin 


Gin 


Glu 


Glu 


He Leu Arg Val 


Pro 


Phe 


Arg 








100 










105 






110 






Arg 


Asn 


Lys 


Glu 


Glu Asp 


Leu 


Gin 


Ser 


Thr Lys Glu 


Glu 


Arg 


Phe 


Pro 






115 










120 






125 








Ala 


He 


His 


Lys 


Ser 


He 


Ala 


He 


Gly Ser Gin Pro 


Val 


Leu 


Thr 


Val 




130 










135 






140 










Gly 


Thr 


Thr 


His 


He 


Ser 


Lys 


Leu 


Thr Asp Asp Gin Leu 


lie 


Lys 


Glu 


145 










150 








155 * 








160 


Phe 


Leu 


Ser Gly 


Ser 


Tyr 


Cys 


Phe 


Arg Gly Gly Val Gly 


Trp Trp Lys 










16 5 










170 






175 




Tvr 


Glu 


Phe 


Cys 


Tyr Gly Lys 


His 


Val 


His Gin Tyr 


His 


Glu Asp 


Lys 








180 










185 






190 






Asp 


Ser 


Gly Lys 


Thr 


Ser 


Val 


Val 


Val 


Gly Thr Trp Asn 


Gin 


Glu 


Glu 






195 










200 






205 








His 


He 


Glu Trp 


Ala 


Lys 


Lys 


Asn 


Thr 


Ala Arg Ala 


Tyr 


His 


Leu 


Gin 




210 










215 






220 










Asp 


Asp 


Gly Thr 


Gin 


Thr 


Val 


Arg 


Met 


Val Ser His 


Phe 


Tyr Gly Asn 


225 










230 








235 








240 


Gly 


Asp 


He 


Cys 


Asp 


He 


Thr 


Asp 


Lys 


Pro Arg Gin 


Val 


'Thr 


Val 


Lys 










245 










250 






255 




Leu 


Lys 


Cys 


Lys 


Glu 


Ser Asp 


Ser 


Pro 


His Ala Val 


Thr 


Val 


Tyr 


Met 








260 










265 






270 






Leu 


Glu 


Pro 


His 


Ser Cys Gin Tyr 


lie 


Leu Gly Val 


Glu 


Ser 


Pro 


Val 






275 










280 






285 








He 


Cys 


Lys 


He 


Leu 


Asp 


Thr 


Ala 


Asp Glu Asn Gly Leu 


Leu 


Ser 


Leu 




290 










295 






300 











Pro Asn 
305 



<210> 3963 

<211> 1513 

<212> DNA 

<213> Homo sapiens 

<400> 3963 

cttaaggtgt attaatccgt cactataccc agataaacag agatggccat ggcatctttt 
60 

ctactctttt attttacaaa gggaatgatg aaaggtggaa acaaacaaga agaagcgtgg 
120 

ataaatccat ttgttaaaca gttttcaaac atcagttttt cgagagactc accagaggaa 
180 

aatgtacaaa gcaataagat ggacctttct ggaggaatgt tacaagacaa acgaatggag 
240 

atagataaac atagcctaaa tattggtgat tacaatcgaa cggtcgggaa aggccctggt 
300 

tctcggcctc agatttccaa agagtcttcc atggagcgca atccttattt tgataagaat 
360 
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caataccatg aggacaagga tagtgggaaa acctctgtgg ttgtcgggac atggaaccaa 
1320 

gaagagcata ttgaatgggc taagaagaat actgctagag cttatcatct tcaagacgat 
1380 

ggtacccaga cagtcaggat ggtgtcacat ttttatggaa atggagatat ttgtgatata 
1440 

actgacaaac caagacaggt gactgtaaaa ctaaagtgca aagaatcaga ttcacctcat 
1500 

gctgttactg tatatatgct agagcctcac tcctgtcaat atattcttgg ggttgaatct 
1560 

ccagtgatct gtaaaatctt agatacagca gatgaaaatg gacttctttc tctccccaac 
1620 

taaaggatat taaagttagg ggaaagaaaa gatcattgaa agtcatgata atttctgtcc 
1680 

cactgtgtct cattatagag ttctcagcca ttggacctct. tctaaaggat ggtataaaat 
1740 

gactctcaac cactttgtga atacatatgt gtatataaga ggttattgat aaacttctga 
1800 

ggcagacatt tgtctcgctt tttttcattt ttgttgtgtc ttataaactg actgtttttc 
1860 

tttgcttgga tactgtgatt ccaaaataaa tctcatccaa gcaagttaga gtccagccta 
1920 

atcaaatgtc ataattgttg tacctattga aagtttttaa ataatagatt tattatgtaa 
1980 

attatagtat atgtaagtag ctaatgaagt aaagatcatg aagaaagaaa ttgataggtg 
2040 

taaatgagag accatgtaaa atatgtaaat tctagtacct gaaatccttt caacagattt 
2100 

ttatatagca actgctctct gcaagtagtt aaactagaaa ctgggcacat ggtagaggct 
2160 

cacatgggag ttgtcctcac ccttgttaat ctcaagaaac tcttatttat aataggttgc 
2220 

ttctctctca gaacttttat ctattacttt tttcttctta tgagtatgtt tactctcaga 
2280 

gtatctatct gatgtagaca gttggtgatg cttctgagac tcagaatggt ttactctaac 
2340 

aaaacactgt gctgtctatc ccttgtactt gcctactgta atatggattt cacttctgaa 
2400 

cagtttacag cacaatattt attttaaagt gaataaaatg tccacaagca gtgttgtcat 
2460 

gtagtcaatg gcaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaa 
2505 

<210> 3962 
<211> 306 
<212> PRT 

<213> Homo sapiens 
<400> 3962 

Thr Lys Asn lie Glu Gly Gin Met Thr Pro Tyr Tyr Pro Val Gly Met 

15 10 15 

Gly Asn Gly Thr Pro Cys Ser Leu Lys Gin Asn Arg Pro Arg Ser Ser 

20 25 30 

Thr Val Met Tyr He Cys His Pro Glu Ser Lys His Glu He Leu Ser 



3122 



WO 00/58473 



PCT/US00/08621 



50 55 60 

Ser Ser Arg Trp Ala Arg Cys Arg Arg Ser Phe Arg Leu Lys Pro Leu 
65 70 75 80 

Lys Pro Leu Arg Thr Ala Cys His His Gin Leu Ser Phe Leu 
85 90 

<210> 3961 

<211> 2505 

<212> DNA 

<213> Homo . sapiens 

<400> 3961 

nngcggaggc ggcgttgccg ggctctccgg. aaggagacgt ggcggcggtt gggccggtga 
60 

tacccgggcg ctttatagtc ccgccgcctc ctcctccacc tcctcctcct cctcctctcc 
120 - 

tcctggggca gaggaggttg tggcggtggc tggagaaagc ggcggcggag gatggaggaa 
180 

ggaggcggcg gcgtacggag tctggtcccg ggcgggccgg tgttactggt cctctgcggc 
240 

ctcctggagg cgtccggcgg cggccgagcc cttcctcaac tcagcgatga catccctttc 
300 . 

cgagtcaact ggcccggcac cgagttctct ctgcccacaa ctggagtttt atataaagaa 
360 

gataattatg tcatcatgac aactgcacat aaagaaaaat ataaatgcat acttcccctt 
420 

gtgacaagtg gggatgagga agaagaaaag gattataaag gccctaatcc aagagagctt 
480 

ttggagccac tatttaaaca aagcagttgt tcctacagaa ttgagtctta ttggacttac 
540 

gaagtatgtc atggaaaaca cattcggcag taccatgaag agaaagaaac tggtcagaaa 
600 

ataaatattc acgagtacta ccttgggaat atgttggcca agaaccttct atttgaaaaa 
660 

gaacgagaag cagaagaaaa ggaaaaatca aatgagattc ccactaaaaa tatcgaaggt 
720 

cagatgacac catactatcc tgtgggaatg ggaaatggta caccttgtag tttgaaacag 
780 

aaccggccca gatcaagtac tgtgatgtac atatgtcatc ctgaatctaa gcatgaaatt 
840 

ctttcagtag ctgaagttac aacttgtgaa tatgaagttg tcattttgac accactcttg 
900 

tgcagtcatc ctaaatatag gttcagagca tctcctgtga atgacatatt ttgtcaatca 
960 

ctgccaggat ctccatttaa gcccctcacc ctgaggcagc tggagcagca ggaagaaata 
1020 

ctaagggtgc cttttaggag aaataaagag gaagatttgc agtcaactaa agaagagaga 
1080 

tttccagcga tccacaagtc gattgctatt ggctctcagc cagtgctcac tgttgggaca 
1140 

acccacatat ccaaattgac agatgaccaa ctcataaaag agtttcttag tggttcttac 
1200 

tgctttcgtg ggggtgtcgg ttggtggaaa tatgaattct gctatggcaa acatgtacat 
1260 
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385 390 ,395 400 

Arg Val Leu Ala Cys Lys Lys Tyr Trp Leu Tyr Leu Arg Leu Leu Gly 

405 410 415 

lie Cys Leu Leu Xaa Leu Leu Glu Glu Phe Leu Ser Cys His Arg lie 

420 - 425 430 

Thr Lys Thr Pro Ser Ser Pro Val 
435 440 

<210> 3959 

<211> 752 

<212> DNA 

<213> Homo sapiens 

<400> 3959 

cccagcagtt cacaggaaga gagcttcggt gggtcagatg gtcaacagta tcaaaatatt 
60 

caacagagac cactctgtgg gttttcaaat gataggatac acatcagcag tcctctggga 
120 

agaaaatgtc ttctcccata tacagagacc ctcataccat ttggggacat tgccccaaaa 
180 

ggacgggctt tggcgtgaaa gaacatttct accccggctg tttgtgtgct gtcatcccag 
240 

gtcagggctg aataatgacc acttggtaga cctggtgctc acagagcctt catttggttg 
300 

tataaggggc caaattcacc tctcgatttc cttttttcct ttcagaatgc agtttccaag 
360 

tacggctctc agttccaagg caattcccag cacgacgccc tggaattcct gctctggttg 
420 

ctggatcgtg tacatgagga cctggagggt tcatcccgat gggccaggtg tcggagaagc 

480 ■ ' ' 

ttccgcctga agccactaaa acctctgaga actgcctgtc accatcagct cagcttcctc 
540 

taggtcaaag cttgtgcaaa ccactttcaa gcacaatata gatcttcgtt gattgtcccc 
600 

actgcttgaa cagagcacac tttgtccttc ctgggtgtgt cctactatcg cttgcgcgac 
660 

ggggtctgag tgtacttggt ttcctctaaa gcaacgttct gcggttggct gcgtgcgatc 
720 

tcagaaatgg acctgggaga tttgaaagag ag 
752 

<210> 3960 

<211> 94 

<212> PRT 

<213> Homo sapiens 

t <400> 3960 

Pro Leu Gly Arg Pro Gly Ala His Arg Ala Phe He Trp Leu Tyr Lys 

1 5 10 .15 

Gly Pro Asn Ser Pro Leu Asp Phe Leu Phe Ser Phe Gin Asn Ala Val 

20 25 30 

Ser Lys Tyr Gly Ser Gin Phe Gin Gly Asn Ser Gin His Asp Ala Leu 

35 40 45 

Glu Phe Leu Leu Trp Leu Leu Asp Arg Val His Glu Asp Leu Glu Gly 



3120 



WO 00/58473 



PCT/US00/08621 



<211> 440 
<212> PRT 
<213> Homo sapiens 



<400> 3958 



Xaa 


Cys 


Arg 


Glu 


Ala 


Asn 


Asp 


Ala 


Leu 


Asn 


Ala 


Tyr 


Val 


Cys 


Lys 


Gly 


1 








5 










10 










15 




Leu 


Pro 


Gin 


His 


Glu 


Glu 


He 


Cys 


Leu Gly Leu 


Phe 


Thr 


Leu 


lie 


Leu 








20 










25 










30 






Thr 


Glu 


Pro 


Ala 


Gin 


Ala 


Gin 


Lys 


Cys 


Tyr Arg Asp 


Leu 


Ala 


Leu 


Val 






35 










40 










45 








Ser 


Arg 


Asp 


Gly Met 


Asn 


He 


Val 


Leu 


Asn 


Lys 


He 


Asn 


Gin 


lie 


Leu 




50 










55 










60 










Met 


Glu 


Lys 


Tyr 


Leu 


Lys 


Leu Gin Asp Thr Cys Arg 


Thr 


Gin 


Leu 


Val 


65 










70 










75 










80 


Trp 


Leu 


Val 


Arg 


Glu 


Leu 


Val 


Lys 


Ser Gly Val 


Leu 


Gly Ala Asp 


Gly 










85 










90 










95 




Val 


Cys 


Met 


Thr 


Phe 


Met 


Lys 


Gin 


He Ala Gly Gly Asp Val 


Thr 


Ala 








100 










105 










110 






Lys 


Asn 


lie 
115 


Trp 


Leu 


Ala 


Glu 


Ser 
120 


Val 


Leu 


Asp 


He 


Leu 
125 


Thr 


Glu 


Gin 


Arg 


Glu 
130 


Trp 


Val 


Leu 


Lys 


Ser 
135 


Ser 


He 


Leu 


He 


Ala 
140 


Met 


Ala 


Val 


Tyr 


Thr 


Tyr 


Leu 


Arg 


Leu 


He 


Val 


Asp 


His 


His 


Gly Thr Ala 


Gin 


Leu 


Gin 


145 










150 










155 










160 


Ala 


Leu 


Arg 


Gin 


Lys 


Glu 


Val 


Asp 


Phe 


Cys 


lie 


Ser 


Leu 


Leu Arg 


Glu 










165 










170 










175 




Arg 


Phe 


Met 


Glu 


Cys 


Leu 


Met 


He Gly Arg 


Asp 


Leu 


Val 


Arg 


Leu 


Leu 








180 










185 










190 






Gin, 


Asn 


Val 
19.5 


Ala 


Arg 


He 


Pro 


Glu 
200 


Phe 


Glu 


Leu 


Leu 


Trp 
205 


Lys 


Asp 


lie 


lie 


His 


Asn 


Pro 


Gin 


Ala 


Leu 


Ser 


Pro 


Gin 


Phe 


Thr Gly 


lie 


Leu 


Gin 




210 










215 










220 










Leu 


Leu 


Gin 


Ser 


Arg 


Thr 


Ser 


Arg 


Lys 


Phe 


Leu 


Ala 


Cys 


Arg 


Leu 


Thr 


225 










230 










235 










240 


Pro 


Asp 


Met 


Glu 


Thr 
245 


Lys 


Leu 


Leu 


Phe 


Met 
250 


Thr 


Ser 


Arg 


Val 


Arg 
255 


Phe 


Gly Gin 


Gin 


Lys 


Arg 


Tyr 


Gin 


Asp 


Trp 


Phe 


Gin 


Arg 


Gin 


Tyr 


Leu 


Ser 








260 










265 










270 






Thr 


Pro 


Asp 
275 


Ser 


Gin 


Ser 


Leu 


Arg 
280 


Cys 


Asp 


Leu 


He 


Arg 
285 


Tyr 


He 


Cys 


Gly Val 


Val 


His 


Pro 


Ser 


Asn 


Glu 


Val 


Leu 


Ser 


Ser 


Asp 


He 


Leu 


Pro 




290 










295 










300 










Arg 


Trp 


Ala 


lie 


He 


Gly 


Trp 


Leu 


Leu 


Thr 


Thr 


Cys 


Thr 


Ser 


Asn 


Val 


305 










310 










315 










320 


Ala 


Ala 


Ser 


Asn 


Ala 


Lys 


Leu 


Ala 


Leu 


Phe 


Tyr Asp 


Trp 


Leu 


Phe 


Phe 










325 










330 










335 




Ser 


Pro 


Asp 


Lys 
340 


Asp 


Ser 


He 


Met 


Asn 
345 


He 


Glu 


Pro 


Ala 


lie 
350 


Leu 


Val 


Met 


His 


His 
355 


Ser 


Met 


Lys 


Pro 


His 
360 


Pro 


Ala 


He 


Thr 


Ala 
365 


Thr 


Leu 


Leu 


Asp 


Phe 


Met 


Cys 


Arg 


He 


He 


Pro 


Asn 


Phe 


Tyr 


Pro 


Pro Leu Glu Gly 




370 










375 










380 










His 


Val 


Arg 


Gin 


Gly Val 


Phe 


Ser 


Ser 


Leu 


Asn 


His 


He Val Glu Lys 
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ccacaatatt cccctggaga ccataatccc 
2400 

cccagaggcc ctgtcctgcc tactgcttca 
2460. 

ggtgaagatg gtgctgagcc ggccctgcca 
2520 

gcggcactgg tgcatgaaac atgacgagct 
2580 

caagaacaac agcctgcctc gcaagagaca 
2640 

ccagctgact ctggagcaga tcctggagca 
2700 

caccaagcag aactttttta gccagacccc 
2760 

gagctgtgac gaagcccaca agatgaaatt 
2820 

tgaggactct tccaccaagc cacccaagag 
2880 

aagtcgaaag aatgccacac agccccccaa 
2940 

ttcagaagag gaagacacga aaccgaagcc 
3000 

agtgggctct gacagtgact gaggccctgc 
3060 

ctctccttct tggtgattca aaggttaata 
3120 

ttgctgcatc cccaagctcc cccggtggaa 
3180 

gaagctgcca tgcagcccct agccccttcc 
3240 

' gctgttccca gtgatatttg ggatctgact 
3300 

agtggaagtc ctcagccccc tggccccttc 
3360 

ccatttcaac agagaaggga aatgacaaag 
3420 

gcagagactc agtgtgtggg tgtcccttcc 
3480 

aagggacgtt ttatagtcac tatccacatg 
3540 

cagggtgtcc attcctaatc atggggcaga 
3600 

gggtggccac agccccacgt ggtgtgccct 
3660 

tcaatctaca ccagagccca gggagtccca 
3720 

cccatttcct tgagtctgtt tttttttttt 
3780 

atcgtgtctt aaaagttgtt tttaaatgac 
3840 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
3891 

<210> 3958 



catcctgcag cacctcaaat acaaggagca 
actccgaaga gaaaagccca gcgaggagat 
tcctgacgac cagttcacca ccagcatcct 
gctggccgag cacatcaagt ccctgctcat 
gagcctgagg agctctagca gcaagctggc 
cttggacaat ctgcggctca acctgaccaa 
aattctccag gcgctgcagc atgtccaagc 
cagtgatctc ttctccctgg cggaggaata 
ccggcgaaaa gcagctctgt ccagccctcg 
tgccgaagaa gagtcgggct ccagcagtgc 
taccaagcgg aaacgaaaag ggtcctctgc 
attccccatc ccacccccgg ctggactgcc 
gaggctgagg agattgcagg ggaaacaccc 
ggaggagctt tctcctctgg ctgagtttga 
ctcctcctgg ggcctccagc ccctcacact 
gaagccagag gctctgtaaa atcagaccat 
cgcaatctcc tcccccagtc tcccaaagag 
gggcagctgg ccagataagc taggatgaga 
tgcttcccct tcaggtcttg gtttgttctg 
ccagtgtgaa atgggcatct atgacgtggt 
tgccacaagc attcagaaag gagtctgaaa 
ggaggcttag gttggtctga ggttggcacc 
gaggcaagtt tcacagaatt gtcaaatgat 
tttttttttg tttttttttt ggcagagata 
aataaaacaa gccagaatgt caaaaaaaaa 
aaaaaaaaaa aaaaaaaaaa a 
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ccggacatgg agactaaact cctcttcatg acatcccggg tgcgatttgg tcaacaaaag 
780 

cgataccaag attggttcca gcgccagtac ctgtcaactc cagatagtca gtctctgcgc 
840 - 

tgtgacctca ttcgctacat ctgtggggta gtccaccctt ctaatgaagt actgagttca 
900 

gatatcttgc cccggtgggc catcattggt tggctcctga caacgtgcac gtcaaatgtc 
960 

gctgcctcca atgccaagct ggctttgttt tatgactggc tgttctttag tccagacaag 
1020 

gatagcatta tgaacataga accagccatc ctggtcatgc accactccat gaagccccac 
1080 

ccagccatca ctgccacact cctggacttc atgtgccgca tcattcccaa cttctatcca 
1140 

ccattggagg gccacgtgcg gcagggtgtc ttttcctccc tcaaccacat tgtggagaaa 
1200 

cgggtcttgg cgtgtaaaaa gtattggctc tacctcagac tgctgggcat atgtcttctt 
1260 

nggctcttag aggaatttct ctcctgccat cgtattacaa agacacctag ctcccctgtt 
1320 

tgacaaccct aagttggata aggagctgcg ggcaatgctg agagagaagt ttcctgagtt 
1380 

ctgcagctca ccctccccac ctgtggaagt caaaattgag gagccagttt ccatggagat 
1440 

ggacaaccat atgtcggata aggatgagag ttgctatgac aatgcagagg cagccttcag 
1500 

tgacgatgaa gaggatctca acagcaaagg aaagaagagg gagtttcgct tccaccctat 
1560 

caaggagaca gttgtggagg agccagttga tatcacccct taccttgacc agttggatga 
1620 

gtccctgagg gacaaagtac tccagctaca gaaggggagt gatacggagg cccagtgtga 
1680 

ggtcatgcag gaaattgtgg accaggtcct ggaggaagac tttgactcgg agcagctgtc 
1740 

tgtccttgct tcctgcctac aggagctctt caaggcccac tttcgagggg aggtcctgcc 
1800 

tgaggagatt actgaggagt ccctggagga gtctgtagga aagcctctgt acctaatatt 
1860 

taggaaccta tgtcagatgc aggaagacaa cagcagcttc tctctacttc tagaccttct 
1920 

ctccgagcta tatcagaagc agcccaagat tggctaccac ctgctctact acctgagggc 
1980 

cagcaaagcc gccgcaggga agatgaacct gtacgagtca tttgcccagg ctacccagct 
2040 

gggcgatctg cacacctgcc tgatgatgga catgaaggcc tgccaggagg acgatgtgcg 
2100 

gctcctgtgc cacctcacgc cctccatcta cacagagttt ccagatgaaa ccttgaggag 
2160 

cggagagctg ctgaacatga tcgtggctgt tattgactct gcacagctcc aggagctggt 
2220 

ctgccacgtg atgatgggta acctggttat gtttcgaaaa gactcagttc tcaacatact 
2280 

cattcagagc ctagactggg agacctttga gcagtattgt gcctggcagc tctttctggc 
2340 
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<400> 3956 

Xaa Asn Ser Glu Asp Tyr Val Phe Asp, Ser Val Ser Gly Asn Asn Phe 

1 5 10 15 

Glu Tyr Thr Leu Glu Ala Ser Lys Ser Leu Arg Gin Lys Pro Gly Asp 

20 25 30 ' 

Ser Thr Met Thr Tyr Leu Asn Lys Gly Gin Phe Tyr Pro lie Thr Leu 

35 40 . " 45 

Lys Glu Val Ser Ser Ser Glu Asn Pro Ser Ser His Ser Lys Val Arg 

50 55 60 

Ser Val He Met Val Val Phe Ala Glu Asp Lys Ser Arg Glu Asp Gin 
65 70. * 75 80 

Leu Arg His Trp Lys Tyr Trp His Ser Arg Gin His Thr Ala Lys Gin 

85 90 95 . 

Arg Cys He Asp He Ala Asp Tyr Lys Glu Ser Phe Asn Thr He Ser 

100 1 105 110 

Asn He Glu Glu He Ala Tyr Asn Ala lie Ser Phe Thr Trp Asp He 

US 120 125 

Asn Asp Glu Ala Lys Val Phe lie Ser Val Asn Cys Leu Ser Thr Asp 

130 135 140 

Phe Ser Ser Gin Lys Gly Val Lys Gly Leu Pro Leu Asn He Gin Val 
145 150 155 160 

Asp Thr Tyr Ser Tyr Asn Asn Arg Ser Asn Lys Pro Val His 
165 170 

<210> 3957 

<211> 3891 

<212> DNA 

<213> Homo sapiens 

<400> 3957 

nnctgcaggg aagccaatga tgccctcaat gcgtatgtgt gcaaaggcct cccccagcat 

60 , - ■ 

gaagaaatct gcctgggcct gtttactctc atcctcactg aacctgccca agcccagaag 

120 

tgttaccggg acttagctct ggtgagtcgt gatggcatga atattgtcct gaataaaatc 
180 

aaccagatac ttatggagaa gtacctgaag ctgcaggata cctgccgtac tcagttggtg 
240 

tggttggtac gggaactggt gaagagtggg gttctgggag ccgatggtgt ttgtatgacg 
300 

tttatgaagc agattgcagg tggagatgtt acagccaaaa atatctggtt ggcagaaagt 

gttctggata tcctgacaga gcaaagggag tgggtcctga agagcagcat cctcattgcc 
420 

atggctgttt acacgtacct ccgcctcatc gtggaccacc atgggactgc ccagctccag 
480 

gccctgcgac agaaggaagt agacttctgc atctcactgc ttcgggaacg gttcatggaa 
540 

tgtctgatga ttggtcggga tctcgtaaga ctacttcaga atgttgctag gataccagaa 
600 

tttgaactgc tttggaaaga tattatccat aatcctcagg ccttgagtcc tcagttcaca 
660 

ggtatcctac agcttcttca gtcaagaaca tcccgaaaat tcctagcatg tcgtctaacc 
720 
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450 455 460 

Trp Glu lie Val He Leu Val Gly Gly Gly Tyr Ala Leu Ala Ser Gly 
465 470 475 480 

Ser Lys Ser Ser Gly Leu Ser Thr Trp lie Gly Asn Gin Met Leu Ser 

485 490 495 

Leu Ser Ser Leu Pro Pro Trp Ala Val Thr Leu Leu Ala Cys He Leu 

500 505 510 

Val Ser lie Val Thr Glu Phe Val Ser Asn Pro Ala Thr He Thr He 

. 515 , 520 525 

Phe Leu Pro He Leu Cys Ser Leu Ser Glu Thr Met, His He Asn Pro 

530 535 540 

Leu Tyr Thr Leu He Pro Val Thr Met Cys He Ser Phe Ala Val Met 
545 550 555 560 

Leu Pro Val Gly Asn Pro Pro Asn Ala lie Val Phe Ser Tyr Gly His 

565 570 575 

Cys Gin lie Lys Asp Met Val Lys Ala Gly Leu Gly Val Asn Val He 

580 585 590' 

Gly Leu Val He Val Met Val Ala He Asn Thr Trp Gly Val Ser Leu 

595 600 605 

Phe His Leu Asp Thr Tyr Pro Ala Trp Ala Arg Val Ser Asn He Thr 

610 615 620 

Asp Gin Ala 
625 

<210> 3955 

<211> 522 

<212> DNA 

<213> Homo sapiens 



aggactatgt ttttgacagt gtttctggga acaactttga atatacccta 
aatcacttcg acagaagcca ggagacagta ccatgacgta cctgaacaaa 
atcccatcac cttgaaggag gtgagcagca gtgaaaatcc atcatcccat 
gaagtgtgat catggtggtt tttgctgaag acaaaagcag agaagatcag 
ggaagtactg gcactcccgg cagcacaccg ctaaacaaag atgcattgac 
ataaagaaag cttcaacact atcagtaaca tcgaggagat tgcgtataac 
tcacatggga catcaacgat gaagcaaagg ttttcatctc tgtgaactgc 
atttctcttc ccagaaggga gtgaaggggt tgcctcttaa cattcaagtt 
gttacaacaa ccgcagcaac aagcctgtgc ac 



<400> 3955 
nngaattcag 
60 

gaagcttcaa 
120 

ggccagrttct 
180 

agcaaagttc 
240 

ttaaggcatt 
300 

atagctgact 
360 

gccatttcct 
420 

ttaagcacag 
480 

gatacctata 
522 



<210> 3956 

<211> 174 

<212> PRT 

<213> Homo sapiens 
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20 25 30 

Ser Glu Ala Ser Cys Ala Tyr Val Leu He Val Thr Ala Val Tyr Trp 

35 40 45 

Val Ser Glu Ala Val Pro Leu Gly Ala Ala Ala Leu Val Pro Ala Phe 

50 55 60 

Leu Tyr Pro Phe Phe Gly Val Leu Arg Ser Asn Glu Val Ala Ala Glu 
65 70 75 80 

Tyr Phe Lys Asn Thr Thr Leu Leu Leu Val Gly Val He Cys Val Ala 

85 90 95 

Ala Ala Val Glu Lys Trp Asn Leu His Lys Arg He Ala Leu Arg Met 

100 105 110 

Val Leu Met Ala Gly Ala Lys Pro Gly Met Leu Leu Leu Cys Phe Met 

115 120 125 

Cys Cys Thr Thr Leu Leu Ser Met Trp Leu Ser Asn Thr Ser Thr Thr 

130 135 140 

Ala Met Val Met Pro He Val Glu Ala Val Leu Gin Glu Leu Val Ser; 
145 150 155 160 

Ala Glu Asp Glu Gin Leu Val Ala Gly Asn Ser Asn Thr Glu Glu Ala 

165 170 175 

Glu Pro He Ser Leu Asp Val Lys Asn Ser Gin Pro Ser Leu Glu Leu 

180 185 190 

He Phe Val Asn Glu Asp Arg Ser Asn Ala Asp Leu Thr Thr Leu Met 

195 200 205 

His Asn Glu Asn Leu Asn Gly Val Pro Ser He Thr Asn Pro He Lys 

210 215 220 

Thr Ala Asn Gin His Gin Gly Lys Lys Gin His Pro Ser Gin Glu Lys 
225 230 235 240 

Pro Gin Val Leu Thr Pro Ser Pro Arg Lys Gin Lys Leu Asn Arg Lys 

245 250 255' 

Tyr Arg Ser His His Asp Gin Met He Cys Lys Cys Leu Ser Leu Ser 

260 265 270 

He Ser Tyr Ser Ala Thr He Gly Gly Leu Thr Thr lie lie Gly Thr 

275 280 285 

Ser Thr Ser Leu He Phe Leu Glu His Phe Asn Asn Gin Tyr Pro Ala 

290 295 300 

Ala Glu Val Val Asn Phe Gly Thr Trp Phe Leu Phe Ser Phe Pro lie 
305 310 315 320 

Ser Leu lie Met Leu Val Val Ser Trp Phe Trp Met His Trp Leu Phe 

- 325 330 335 

Leu Gly Cys Asn Phe Lys Glu Thr Cys Ser Leu Ser Lys Lys Lys Lys 

340 345 350 

Thr Lys Arg Glu Gin Leu Ser Glu Lys Arg He Gin Glu Glu Tyr Glu 

355 360 365 

Lys Leu Gly Asp lie Ser Tyr Pro Glu Met Val Thr Gly Phe Phe Phe 

370 375 380 

He Leu Met Thr Val Leu Trp Phe Thr Arg Glu Pro Gly Phe Val Pro 
385 390 395 400 

Gly Trp Asp Ser Phe Phe Glu Lys Lys Gly Tyr Arg Thr Asp Ala Thr 

405 410 * 415 

Val Ser Val Phe Leu Gly Phe Leu Leu Phe Leu lie Pro Ala Lys Lys 

420 425 430 

Pro Cys Phe Gly Lys Lys Asn Asp Gly Glu Asn Gin Glu His Ser Leu 

435 440 445 

Gly Thr Glu Pro lie lie Thr Trp Lys Asp Phe Gin Lys Thr Met Pro 
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ctcttcagct tccccatatc cctcatcatg 
1680 

ctgttcctgg gctgcaattt taaagagacc 
1740 

agggaacagt tgtcagagaa gaggatccaa 
1800 

tacccagaaa tggtgactgg atttttcttc 
1860 

gagcctggct ttgtccctgg ctgggattct 
1920 

gccacagtct ctgtcttcct tggcttcctc 
1980 

tttgggaaaa agaatgatgg agagaaccag 
2040 

acgtggaagg acttccagaa gaccatgccc 
2100 

tatgctctgg cttctggtag caagagctct 
2160 ■ _ . 

ttgtccctga gcagcctccc accgtgggct 
2220 

attgtcactg agtttgtgag caacccagca 
2280 

agcctgtctg aaacgatgca cattaacccc 
2340 

- atctcctttg cagtgatgct gcctgtgggc 
2400 

gggcactgcc agatcaaaga tatggtgaaa 
, 2460 

gtgatagtaa tggtggccat caacacctgg 
2520 

ccagcatggg cgagggtcag caacatcact 
2580 

gcccaaccac aggagctgcc agtatccagc 
2640 

taggaccacc aggagcacac aaccccagac 
2700 

attccgccac ctcaagtgaa ctgcaggaat 
2760 

gttagtgtct tcttcctgcc ctcagcacca 
2820 

accataggct cacagaaaaa gaaaaagaaa 
2880 

aagaaaaaaa aaaaaaaaaa 
2900 

<210> 3954 
<211> 627 
<212> PRT 

<213> Homo sapiens 
<400> 3954 

Met Gly Leu Leu Gin Gly Leu Leu 

1 5 
Val Cys Val Pro Leu Leu Leu Leu 



ctggtggtca 


gctggttctg 


gatgcactgg 


tgctctctga 


gcaagaagaa 


gaagaccaaa 


gaagaatatg 


aaaaactggg 


agacattagc 


atcctgatga 


ccgtactgtg 


gtttacccgg 


ttctttgaaa 


agaaaggcta 


ccgtactgat 


ctcttcctca 


ttccagcgaa 


gaagccctgc 


gagcactcac 


tggggaccga 


gcccatcatc 


tgggagattg 


tcattctggt 


tgggggaggc 


ggcctctcta 


catggattgg 


gaaccagatg 


gtcaccctgc 


tggcatgcat 


cctcgtgtcc 


accatcacca 


tcttcctgcc 


catcctgtgc 


ctctacaccc 


tgatcccagt 


caccatgtgc 


aatcccccta 


atgccatcgt 


cttcagctat 


gctggcctgg gagtcaacgt 


tattggactg 


ggagttagcc 


tcttccacct 


ggacacttac 


gatcaagcct 


aacgccaagt 


gtacaaactg 


agtatctgga 


ccacaggcaa 


.agaaaaccac 


ccacgccgga 


gggcatccct 


ccaccagaag 


cctccaacaa 


ccacaaacac 


atcgttcgct 


cagctcaaga 


aaacctaaag 


tttcaataca 


ataaaaatta 


aattaaaaaa 


aaagaagaca 



Arg Val Arg Lys Leu Leu Leu Val 

10 , 15 

Pro Leu Pro Val Leu His Pro Ser 
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cccaggctca aggcaaatta 
60 

gttaaggtac cacgtcctgg 
120 

gacaagctca ggtgcttgtt 
180 

caggtgggag atgaaacagg 
240 

gagagcacaa tgtgctctga 
300 

ggccgagcag cagcagcaaa 
360 

agaatgaagt tactctatta 
420 

catcctttcc cagttccttt 
480 

caggaggcca ggagcccagc 
540 

tgcccccaag acgaaggagg 
600 

tagagagcag tgcccaggca 
.660 

ggagaggaca gaggcgcgat 
720 

c.tggtcgtct gcgtcccgct 
780 

gcctcgtgtg cttacgtgct 
840 

ctgggagctg cagccctggt 
900 

aatgaggtgg cggcggagta 
960 

gtggcggctg ccgtggagaa 
1020 

atggccgggg ccaagccggg 
1080 . .. 

tccatgtggc tgtccaacac 
1140 

ctgcaggagc tggtcagtgc 
1200 

gaggccgaac ccatcagtct 
1260 

gtcaatgaag acaggtccaa 
1320 

ggtgtgccct cgatcaccaa 
1380 

cacccatccc aggaaaagcc 
1440 

agaaagtaca ggtcccacca 
1500 

tactccgcta ccattggcgg 
1560 

ctggaacact tcaacaacca 
1620 



taagtaggga accaatttga 
gagcgaccag cagccccacc 
ttaaggaaag gggctactag 
tactccccaa aataggtcat 
gcgtttttaa tgtttttaag 
ggtgtggctt aaaggattaa 
ctaatcaagc cgagaggagg 
ttgctggtca caaaacgatg 
ctcttgtaga aacagcgagg 
actctcggaa gccaagaaag 
ggaagccttt cgccggcaga 
gggcctgctg cagggcctgc 
cctgctgctg cctctgcccg 
gatcgtgact gctgtgtact 
gccggccttc ctctacccgt 
cttcaagaac accacgctgc 
gtggaacctg cataagcgca 
catgctgctg ctctgcttca 
ctccaccacc gccatggtga 
tgaggacgag cagctcgtgg 
ggatgtaaag aacagccaac 
cgcagacctc accactctga 
ccccatcaaa actgcaaacc 
acaagtcctg acccccagcc 
tgaccagatg atctgcaagt 
cctgaccacc atcatcggca 
gtatccagcc gcagaggtgg 



gggaaagaca tgtgaacaga 
tgaagtccgc atgcaactct 
agtcttacca acagcgagcc 
ccgagggagg aaaactgatg 
cttttaaatg atttcttcaa 
gggggtttct gctggcacct 
cccactatgc ccccgtttat 
ctcatcaatc ccacctaaag 
gtataactgc cctcccgttc 
gtttaagaag tctttctgga 
gcggggtccg aggacgagct 
tccgagtccg gaagctgctg 
tcctccaccc cagcagcgag 
gggtgtcgga ggcagtgcct 
tcttcggagt cctccggtcc 
tgctggtggg ggtcatctgc 
ttgctctgcg catggtcttg 
tgtgctgtac cacgttgctg 
tgcccatcgt ggaggecgtg 
cgggcaactc caacaccgaa 
cttctctgga actcatcttt 
tgcacaacga gaacctgaat 
aacaccaggg caagaagcaa 
ccaggaagca gaagctgaac 
gcctctccct gagcatatcc 
cctccaccag cctcatcttc 
tgaactttgg cacctggttc 
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atcatcgaca tcttggagta ctcaaacaag aagaggctgc agcaattgaa atctgagctt 
600 

caggagtggg aagaaaagaa gaaatgcaag atgagctatc ttgagcagca ggcagagcag 
660 . . 

ctgaatgcca agattgagaa gacccaggag gaagtgaact tcctgagcac ttacatggac 
720 

catgagtatt ccatcaagtc tgtccagatc tccactctta tgcgccactg cagcaggtta 
780 

aggacagcca gcaggtaggg gagcccctgc ccctntccca ccagactgtn tgggaggcag 
840 

gactggtggc caacaccgtt ctgctggctc ccaggatgag ctggatgacc tcggtgagat 
900 

gcgcagaaag gtcctgggaa tccttgtccg acaagattca gaagaagaag aaaaaaattc 
960 

tgagttctgt ggtggcggtg agtagccagt tgctgtgtgg gagcggggat cc 
1012 

<210> 3952 

<211> 188 

<212> PRT 

<213> Homo sapiens 

<400> 3952 

Met Lys Thr Leu Thr Arg Val Gin Pro Val Phe His Phe Lys Pro Thr 

1 5 10 15 

Thr Val Val Thr Ser Cys Gin Pro Lys Asn Pro Arg Glu Leu His Arg 

20 25 30 

Arg Arg Lys Leu Asp Pro Gly Lys Met His Ala Lys lie Trp Leu Met 

35 40 45 

Lys Thr Ser Leu Arg Ser Gly Arg Ala Ala Leu Arg Glu Leu Arg Ser 

50 55 60 

Arg Glu Asn Phe Leu Ser Lys Leu Asn Arg Glu Leu lie Glu Thr lie 
65 70 " 75 80 

Gin Glu Met Glu Asn Ser Thr Thr Leu His Val Arg Ala Leu Leu Gin 

85 , 90 95 

Gin Gin Asp Thr Leu Ala Thr lie He Asp He Leu Glu Tyr Ser Asn 

. 100 105 iio 

Lys Lys Arg Leu Gin Gin Leu Lys Ser Glu Leu Gin Glu Trp Glu Glu 

115 120 125 

Lys Lys Lys Cys Lys Met Ser Tyr Leu Glu Gin Gin Ala Glu Gin Leu 

130 135 140 

Asn Ala Lys He Glu Lys Thr Gin Glu Glu Val Asn Phe Leu Ser Thr 
145- 150 155 160 

Tyr Met Asp His Glu Tyr Ser He Lys Ser Val Gin He Ser Thr Leu 

165 170 175 

Met Arg His Cys Ser Arg Leu Arg Thr Ala Ser Arg 
180 185 

<210> 3953 

<2XX> 2900 

<212> DNA 

<213> Homo sapiens 

<400> 3953 
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115 




120 










125 








Thr 


Glu 


Asp 


Gly Asp Trp Tyr Gly Lys 


Ala 


Lys 


Ser 


He 


Thr 


Gin 


Arg 




130 






135 








140 










Glu 


Lys 


Asp 


Cys 


Pro Gly Val Leu 


Trp 


He 


Phe 


Leu 


Asp 


Tyr 


Phe 


Gin 


145 








150 






155 










160 


Thr 


Ser 


His 


Leu Gly His Ser Gly Leu 


Pro 


Pro 


Leu Ser Asp Gin 


Tyr 










165 




170 










175 




Pro 


Arg 


Glu 


Glu 
180 


Leu Thr Arg He 


Val 
185 


Arg 


Asn 


Ala 


Asp 


Glu 
190 


He 


Ala 


Glu 


Tyr 


Leu 
195 


Gin 


Lys Glu Met Gin 
200 


Leu 


He 


He 


Glu 


Asn 
205 


Pro 


Pro 


He 


Asn 


He 


Pro 


Thr Gly Cys Leu Glu 


Val 


Phe 


Pro 


Glu 


Ala 


Glu 


Trp 


Ser 




210 






215 








220 










Gin 


Gly 


Val 


Gin Gly Thr Leu Arg 


He 


Lys 


Lys 


Tyr 


Leu 


Thr 


Val 


Glu 


225 








230 






235 










240 


Gin 


He 


Met 


Thr 


Cys Val Ala Asp 
245 


Thr 


Cys 
250 


Arg 


Arg 


Phe 


Phe 


Asp 
255 


Arg 


Gly 


Tyr 


Ser 


Pro 
260 


Lys Asp Val Ala- 


Val 
265 


Leu 


Val 


Ser 


Thr 


Ala 
270 


Lys 


Glu 


Val 


Glu 


His 
275 


Tyr 


Lys Tyr Glu Leu 
280 


Leu 


Lys 


Ala 


Met 


Arg 
285 


Lys 


Lys 


Arg 


Val 


Val 


Gin 


Leu 


Ser Asp Ala Cys 


Asp Met 


Leu Gly Asp His 


He 


Val 




290 






295 








300 










Leu 


Asp 


Ser 


Val 


Arg Arg' Phe Ser Gly 


Leu 


Glu 


Arg 


Ser 


He 


Val 


Phe 


305 








310 






315 










320 


Gly 


He 


His 


Pro 


Arg Thr Ala Asp 
325 


Pro 


Ala 
330 


He 


Leu 


Pro 


Asn 


He 
335 


Leu 


lie 


Cys 


Leu 


Ala 
340 


Ser Arg Ala Lys 


Gin 
345 


His 


Leu 


Tyr 


He 


Phe 
350 


Leu 





<210> 3951 

<211> 1012 

<212> DNA 

<213> Homo sapiens 

<400> 3951 

ctggttcgag actccaatcc tgtttcgaat tgctgcttgc tgcccttggg ctggggataa 
60 

tggaagttct ttcccttccc aactctttcc agacccaagc actctgggac tcactccata 
120 

gtccaggagt tccaggttcc ggattatgtt ccatggcagc agtccaagca ggaaaccaag 
180 

ccatctactc tgcctccagt ccaacaagcc aacagccttc atacaagcaa aatgaagact 
240 

ttgactaggg tccaaccagt gtttcacttc aagcccacta cggtggtgac aagctgccag 
300 

ccgaagaatc caagagaact acatagaagg cggaagttgg accctgggaa gatgcatgcc 
360 

aaaatctggt taatgaagac ctcgctcagg agcgggaggg ccgctctgcg agagctccga 
420 

agccgtgaga acttcctcag caagctcaac cgggagctga tcgagaccat ccaggagatg 
480 

gagaacagca cgaccctgca cgtgcgggcc ctgctgcagc agcaggacac cctggcgacc 
540 
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atcactgagc tgcaccaccc ttttcttcct cattgctttc aagagctcat acttatagtg 
600 

ctccacttct tttgcggtgc tgacaagcac agcaacatcc tttggagaat agcccctatc 
660 " - 

aaagaagcgc ctgcacgtgt ctgccacaca ggtcattatt tgctccacag tcaagtattt 
720 

cttaattcgt aaggttccct gaacaccctg ggaccattcg gcttcaggaa atacctcgag 
780 

gcacccagtg gggatattaa ttggaggatt ttctataatt agttgcattt ctttttgtaa 
840 

gtactcggct atttcatctg cattgcgaac tattctggtg agctcttctc ttggatattg 
900 

gtctgagaga ggagggaggc cactgtgacc caagtggctg gtctgaaagt aatccagaaa 
960 

gatccagaga actcctggac aatccttttc tctctgagtg atgctttttg ccttcccata 
1020 

ccagtcccca tcttcagtac ggaaattctg agcttcgtca atgacgatgt gttgaatgtg 
1080 . * 

ttcaaatttt tctcttagga aagtttcccg ggtctctgct cggcagatat ttctatcact 
1140 

gataaagttc ctcagaggct ggttttcaca aacgtagaga attctgtgtg cctcacagtg 
1200 

aaacacattc ctgatcttct ccatgatttt catggccatg atgttcttcc ctgagccagg 
1260 

taagccgtgg acaaacaact ctctgttctt gcggaggctt ctggagaata tctcatactg 
1320 

ctgggctgtg agcagattta aaacctcaca gccgagctgg tcactcaaga gagacctgaa 
1380 

gccgagtaag acaatcacga gggactgcag cagggcttcc atgtgctggg tgcctgcaag 
1440 

gctataggac gcagggtaat cc 
i462 

<210> 3950 

<211> 351 

<212> PRT 

<213> Homo sapiens 



<400> 3950 



Met 


Glu 


Ala 


Leu 


Leu 


Gin 


Ser 


Leu 


Val 


He 


Val 


Leu 


Leu 


Gly 


Phe 


Arg 


1 








5 










10 










15 




Ser 


Leu 


Leu 


Ser 


Asp 


Gin 


Leu 


Gly. 


Cys 


Glu 


Val 


Leu 


Asn 


Leu 


Leu 


Thr 








20 










25 










30 






Ala 


Gin 


Gin 


Tyr 


Glu 


He 


Phe 


Ser 


Arg 


Ser 


Leu 


Arg 


Lys 


Asn 


Arg 


Glu 






35 










40 










45 








Leu 


Phe 


Val 


His 


Gly 


Leu 


Pro 


Gly 


Ser 


Gly 


Lys 


Asn 


He 


Met 


Ala 


Met 




50 










55 










60 










Lys 


He 


Met 


Glu 


Lys 


He 


Arg 


Asn 


val 


Phe 


His 


Cys 


Glu 


Ala 


His 


Arg 


65 










70 










75 










80 


He 


Leu 


Tyr 


Val 


Cys 


Glu 


Asn 


Gin 


Pro 


Leu 


Arg 


Asn 


Phe 


He 


Ser 


Asp 










85 










90 










95 




Arg 


Asn 


He 


Cys 


Arg 


Ala 


Glu 


Thr 


Arg 


Glu 


Thr 


Phe 


Leu 


Arg 


Glu 


Lys 








100 










105 










110 






Phe 


Glu 


His 


He 


Gin 


His 


He 


Val 


He 


Asp 


Glu 


Ala 


Gin 


Asn 


Phe 


Arg 
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agcagtagca gtgccaaggg tggcggaagc cccatggcct gggggtgccc aaacatactc 
360 

acccagttcc acctgtcgct accgcagcct ggcgcagcca 
400 

<210> 3948 ' 

<211> 133 

<212> PRT . 

<213> Homo sapiens 

<400> 3948 

Xaa Glu Lys Gin Ala lie Leu Leu Ala Leu lie Glu Glu Arg Gly Arg 

1 5 10 .15 

Phe Cys Thr Phe He Thr Phe Leu Gin Pro Val Val Asn Gly Glu Leu 

20 ' 25 30 

Thr Met Leu Gly Glu He Thr His Leu Gin Gly He He Asp Asp Leu 

35 40 45 

Val Val Leu Thr Ala Glu Pro His Lys Leu Pro Pro Ala Ser Glu Gin 

50 -55 60 

Val He Lys Asp Leu Lys Gly Ser Asp Tyr Ser Trp Ser Tyr Gin Thr 
65 70 75 80 

Pro Pro Ser Ser Pro Ser Ser Ser Ser Ser Arg Lys Ser Ser Met Cys 

85 90 95 

Ser Ala Pro Ser Ser Ser Ser Ser Ala Lys Gly Gly Gly Ser Pro Met 

100 105 110 

Ala Trp Gly Cys Pro Asn He Leu Thr Gin Phe His Leu Ser Leu Pro 

115 120 125 

Gin Pro Gly Ala Ala 
130 

<210> 3949 

<211> 1462 

<212> DNA 

<213> Homo sapiens 

<400> 3949 

ctcgagaact pcagccttgg aagaaaggcc acaggctgag tttcttattt ttatggcttt 
60 N . ' * 

tacccagaga gcaagacaca ggtctgcatt gtgcagcaca gctaaagttc ctttagaaaa 
120 

ccaccatctt tctggctgca agagtcaggg gtcagaatgg ggggcagcca ccactgctga 
180 

aaagagttgg gggaggaacc cctgaaagga gagccagaaa tgggggagct ccaaactctt 
240 

tgtgtcagct ctgtccaaat ctctaactga cttgtgaact aaaaagaaag gtttctacca 
300 

tcagcagact gtcacccata gacatttaca cagtattttg gtttggagtt cttcctaata 
360 

gtcacttcac agaaaaatat ataggtgctg ttttgccctg gaagccagac agatcagaat 
420 

attgggtaag atagctgggt cagctgtcct tggatggatc ccaaacacta tgctcctttc 
480 

caggcctgag aatcgccgaa cactgtccaa cacaatgtga tcacccaaca tatcacatgc 
540 
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ctgcgataac ctgcatctct gcaaactcaa cttgctgggc cggtgcaact attcgcagtc 
540 

cgagcggaat ttatgcaaat attctcatga ggttctctca gaagagaact tcaaagtcct 
600 

gaaaaatcac gaactctctg gactgaacaa agaggaatta gcagtgctcc tcctccaaag 
660 

tgatcctttt tttatgcccg agccctatgc agtctc 
696 

<210> 3946 
<211> 165 
<212> PRT 

<213> Homo sapiens 

<400> 3946 ^ 

Met Gin Val lie Ala Gly Ser Leu Ala Val Leu Ala Thr Ala Asp Pro 

15 10 15 

Gly Ser Ser Gly Gly His His Arg Ser Gly Asp Pro Gly Leu Ala Ala 

20 25 30 

Gly Leu Gin His His Lys Ala Val Gly Pro Gly His Leu Gin His Leu 

35 40 45 

Thr Glu Leu Arg Leu Arg Gin Arg Asp Leu Leu Glu Gin Arg Val Gin 

50 55 60 

Gly His Ala Ala Pro Val Gly Ala Gin Asp Phe Gly Asp Glu Ala Ala 
65 70 75 80 

His Leu Arg Val Arg His Gly Ala Leu Ala Val Leu Ala Leu Pro Arg 

85 90 95 

Arg Gly . Thr Arg Phe Arg Gly Asn Arg Lys Ser Lys Leu Thr Ser Val 

100 105 110 

Gin Gly Arg Ala Arg Ala Val Leu Leu Leu Gly Ala Pro Gly Val Ser 

115 120 125 

Glu Gly Ala Leu Ser Val Ala Val Ser Pro Ala Gin Arg Ser Thr Leu 

130 135 ' 140 

Gly Ser Gin Val Lys Arg Leu Asp Leu Thr Asp Arg Val Leu Val Ala 
145 150 155 160 

Gly Leu Gin Pro Ala 
165 

<210> 3947 

<211> 400 

<212> DNA 

<213> Homo sapiens 

. <400> 3947 

nnggagaagc aggccattct cttggcgctg atcgaggagc ggggccgctt ctgcaccttc 
60 

atcaccttcc tgcagcctgt ggtgaatgga gagctgacca tgctgggaga gatcacccac 
120 

ctgcagggca tcatcgacga cttggtggtg ctgacagcag aaccccacaa actgcctccc 
180 

gccagcgagc aggtaatcaa agacctaaag ggctcggact acagctggtc ctaccagacc 
240 

ccaccctcat cacccagcag ctccagctcc cggaagtcca gcatgtgcag tgcccccagc 
300 
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195 200 205 

Phe Glu Val Phe lie His Lys Val Asp Gly Leu Ser Asp Asp His Lys 

210 215 220 

lie Glu Thr Gin Arg Asp lie His Gin Arg Ala Asn Asp Asp Leu Ala 
225 230 235 240 

Asp Ala Gly Leu Glu Lys lie His Leu Ser Phe Tyr Leu Thr Ser lie 

245 ' 250 255 

Tyr Asp His Ser He Phe Glu Ala Phe Ser Lys Val Val Gin Lys Leu 

260 265 270 

He Pro Gin Leu Pro Thr Leu Glu Asn Leu Leu Asn He Phe He Ser 

275 280 285 

Asn Ser Gly He Glu Lys Ala Phe Leu Phe Asp Val Val Ser Lys He , 

290 295 300 

Tyr He Ala Thr Asp Ser Thr Pro Val Asp Met Gin Thr Tyr Glu Leu 
305 310 - 315 320 

Cys Cys Asp Met He Asp Val Val He Asp He Ser Cys He Tyr Gly 

325 330 335 

Leu Lys Glu Asp Gly Ala Gly Thr Pro Tyr Asp Lys Glu Ser Thr Ala . 

340 345 350 

He lie Lys Leu Asn Asn Thr Thr Val Leu Tyr Leu Lys Glu Val Thr 

355 360 365 

Lys Phe Leu Ala Leu Val Cys Phe Val Arg Glu Glu Ser Phe Glu Arg 

370 375. 380 

Lys Gly Leu He Asp Tyr Asn Phe His Cys Phe Arg Lys Ala He His 
385 390 395 400 

Glu Val Phe Glu Val Arg Met Lys Val Val Lys Ser Arg Lys Val Gin 

405 410 415 

Asn Arg Leu Gin Lys Lys Lys Arg Ala Thr Pro Asn Gly Thr Pro Arg 
420 425 430 

Val Leu Leu 
435 

<210> 3945 ' 

<211> 696' 

<212> DNA 

<213> Homo sapiens 

<400> 3945 

cggccggctg taaacctgcc actaggaccc ggtcggtgag atctagcctc ttgacctgag 
60 

agccgagagt ggatcgctgg gctgggctaa cggcgacgga gagcgcgccc tcgctgactc 
120 

cgggcgcgcc cagcagtagc accgcccgcg cccgcccctg gacacttgta agtttcgatt 
180 

tccgatttcc gcggaaccga gtcccgcgcc gcggcagagc cagcacagcc agcgcgccat 
240 . 

ggcggacccg gaggtgtgct gcttcatcac caaaatcctg tgcgcccacg ggggccgcat 
300 

ggccctggac gcgctgctcc aggagatcgc gctgtctgag ccgcagctct gtgaggtgct 
360 

gcaggtggcc gggcccgacc gctttgtggt gttggagacc ggcggcgagg ccgggatcac 
420 

ccgatcggtg gtggccacca ctcgagcccg ggtctgccgt cgcaagtact gccagagacc 
480 
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gtcagtaaaa tttatattgc aactgatagt actccggtgg atatgcaaac ctatgagctc 
960 

tgctgtgata tgatagatgt ggttattgac atctcttgta tttatggtct caaagaagat 
1020 

ggagcaggaa ccccctatga caaggaatcc acagccatca taaagcttaa taatacaacc 
1080 

gtgctttatt taaaagaggt gacaaagttc ctggctctcg tttgctttgt cagagaggaa 
1140 

agctttgaaa gaaaagggct aattgactat aattttcatt gcttccggaa ggccattcat 
1200 

gaagtttttg aggtgagaat gaaagtagta aaatctcgaa aggttcagaa tcggctgcag 
1260 

aagaaaaaga gagccacccc taatgggacc cctagagtgc tgctgtaggt. gaggtttcag 
1320 

gaatgtcttt tgaaatcaga ccttatccat gaggctgctg cgccatgttg cactaaagga 
1380 ■ " ' ■ 

agaggaagaa ggagattggg acacatacca ttgatttgtt gttaaaaaaa aaaaattcct 
1440 

gcaaccctct tgatcttctc ttttataaat aaagtaagca ctttgaagca aaaaaaaaaa 
1500 

aaaaaaaaaa aaaaaaaaaa aaaa 
1524 

<210> 3944 

<211> 435 

<212> PRT 

<213> Homo sapiens 

<400> 3944 

Ser Arg Gin Lys Ser Ala Ser Glu lie Gly Cys Gly Arg Pro Ala Arg 

1 5 10 15 

Arg Leu Gly Pro Thr Pro Gly Pro Pro Pro Ser Pro Gly Arg Pro Ala 

20 25 30 

Val Gly Thr Met Ser Gin Val Leu Gly Lys Pro Gin Pro Gin Asp Glu 

35 40 45 

Asp Asp Ala Glu Glu Glu Glu Glu Glu Asp Glu Leu Val Gly Leu Ala 

50 55 60 

Asp Tyr Gly Asp Gly Pro Asp Ser Ser Asp Ala Asp Pro Asp Ser Gly 
65 70 . 75 80 

Thr Glu Glu Gly Val Leu Asp Phe Ser Asp Pro Phe Ser Thr Glu Val 

B5 90 95 

Lys Pro Arg He Leu Leu Met Gly Leu Arg Arg Ser Gly Lys Ser Ser 

100 105 110 

He Gin Lys Val Val Phe His Lys Met Ser Pro Asn Glu Thr Leu Phe 

115 120 125 

Leu Glu Ser Thr Asn Lys He Cys Arg Glu Asp Val Ser Asn Ser Ser 

130 135 140 , 

Phe Val Asn Phe Gin He Trp Asp Phe Pro Gly Gin He Asp Phe Phe 
145 150 155 160 

Asp Pro Thr Phe Asp Tyr Glu Met He Phe Arg Gly Thr Gly Ala Leu 

165 170 175 

He Phe Val He Asp Ala Gin Asp Asp Tyr Met Glu Ala Leu Thr Arg 

180 185 190 

Leu His He Thr Val Ser Lys Ala Tyr Lys Val Asn Pro Asp Met Asn 
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<211> 89 

<212> PRT . 

<213> Homo sapiens 

<400> 3942 

Ala Pro Tyr Phe Pro Glu Gly Ala Pro Gly Leu Gin Gly His Leu Lys 

1 .5 10 15 

Gly Trp Ser Pro Gly Pro Ala Gly Pro Gin Gly Thr Gly Ser Pro Pro 

20 25 30 

Gin Glu Arg Leu Arg Leu Thr Arg Gly Trp Ser Pro Gin Gly Gly Cys 

35 40 45 

Gly Ala Arg Ser Gin Ser Thr Pro Ser Ser Asp Thr Leu Pro Pro Ala 

50 55 60 

Leu Leu Gly Ser Pro Ala Ser Val Ser Gly Thr Gly Gly Thr Asp Met 
65 70 . 75 80 

Ser Ser Ala Asn Ala His Ser Ala Leu 
85 

<210> 3943 
■ <211> 1524 

<212> DNA - 
<213> Homo sapiens 

<400> 3943 

tctagacaaa aatccgcttc agaaataggc tgcgggcggc cggctaggag gcttggcccc 

60 , 

accccgggac ccccgrccgtc cccgggccgg ccggcggtgg gcacgatgag ccaggtgctg 
120 

gggaagccgc agccgcagga cgaggacgac gcggaggagg aggaggagga ggatgagctg 
180 

gtggggctag cggactacgg agacgggccc gactcctccg acgccgatcc ggacagcggc 
240 

acagaggagg gagttctgga cttcagtgac cccttcagca ctgaagtgaa gccgagaatc 
300 

ctgctcatgg gcctgaggag aagcggcaag tcgtctattc agaaagttgt ctttcacaaa 
360 

atgtctccca acgaaactct gttcttggag agcactaata agatatgccg ggaagatgtt 
420 

tccaacagct cctttgtcaa ttttcagatt tgggacttcc caggacagat tgactttttt 
480 

gaccctacat ttgactatga gatgatcttc cggggaacag gagcattgat atttgtcatt 
540 

gacgcacagg atgactacat ggaggcttta acaagacttc acattactgt ttctaaagcc 
600 

tacaaagtta acccagacat gaattttgag gtttttattc ataaagttga tggtctgtct 
660 

gatgatcaca aaatagaaac acagagggac attcatcaaa gggccaatga tgaccttgca 
720 

gatgctggat tagaaaaaat tcacctcagc ttttatctga caagcatata tgatcattca 
780 

atatttgaag cttttagcaa agttgttcag aaactgattc cacaactccc aactctggag 
840 

aatttgctga acatctttat ctcaaattct ggaattgaaa aggcatttct atttgatgtg 
900 
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ccattgccac agggggtatg gcatggccca 
600 

aggagagggc ctcagaagag ggggaccaag 
660 

ccaggcctgc aggggcatct gaaaggatgg 
720 

gggagtcccc ctcaagagag gctgcggctg 
780 

ggagcccgct cccagagcac tccgagttca 
840 

ccagcttctg tgtcaggtac aggtgggaca 
900 

ctatgagggt cttggtgtgg ctgccacccc 
960 

tggcatatgt gtcataactg ttgtctgaac 
1020 

catcgctgat ctctgagaaa ataagcttct 
1080 

ggcgcaccgc agcactcagc atgatctgct 
1140 

gccacctgat caagtgatag ttctggagca 
1200 

ccaggtcggc agtgacccac atgagacagt 
1260 

aaggcacctg ggacagggtg tgggagttgt 
1320 

acagcaggga gaagagccac ggtgcgttga 
1380 

acgcgtagtc cctgagctcc tggcgggaca 
1440 

tgtggcctct ccgcaggctg gcgactgcct 
1500 

gagccacctt ccgcaccagg ggcctctgcc 
1560 

ggaagccgga gtgcagcacg gcctccagag 
1620 

gtgacccgcc ccgggagcac ccctaccgca 
1680 

tgctgcactc cggcttcccc cagctccagg 
1740 

tcgtgcagaa gagaagtctg aggctgcctc 
1800 

gcaggcagag gcccctggtg cggaaggtgg 
1860 

aggaggcagt cgccagcctg cggagaggcc 
1920 

aggtgtcccg ccagcgtcca ggtgcctgcc 
1980 

actgagtctc taacagtcct gccaccacca 
2040 

ctgtcgggca gagggatggg cacacagagg 
2077 

<210> 3942 



tgacccatca aagcttccag gtcgggatac 
ccctaggccc catacttccc agaaggagcc 
agtcctggcc cagctgggcc tcaggggaca 
acaaggggct ggagcccaca aggaggctgt 
gacacacttc caccagctct cctaggctcc 
gacatgtctt cagctaacgc ccactccgct 
ctcgggggcc cacaggggtg gcggtgctgt 
atacggagag cacatcggag acctctacac 
ccttcatgat gctgacgtcc cggctggtcc 
cagggttgta gctccgtatg ccacccaggc 
cgaagatgcc cacgatgagg gtgaaggaga 
actcgtccgg gggcatgatc cagagggggg 
cagaggtgac ggatgggacc cccgcacacc 
ctgtgtagag gttcacactc aggttccagg 
cctgagtgta gcgcaggttc agccgctgga 
ccttggagcc tgatgtctgt tggaagccgg 
tgctaggcag ccacatgacc tggtgctggg 
tcacgttgat aaaactgctg ctcaacctgc 
gcagttttat caacgtgact ctggaggccg 
tgctctagga ggagtaggta ctcttacgca 
tcttctgcct gcaggtcatg tggctgccta 
ctcccggctt ccaacagaca tcaggctcca 
acatccagcg gctgaacctg cgctacactc 
ctgccc'tggg ctcctccagg agagggtggg 
ccccccaaca cacacacaca cacacacaca 
tatcagg 
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ctgaagactg tgaaagaaag ggcaacagac agcgagggag gaagagacag gctggagccc 
180 

ttcttgtaaa cgcaggtgac ctggtgcacg gctgatggtg gttaaatcgg aactccaggt 
240 

gataaccact gtctcctgga gcctgtgggt cggcctcctg ctctgctgca agggccctgc 
300 

tggctggcgg ggggcggtcc cggagcctcg acccttcacg ttttcactcc gtttctgttc 
360 

taaggaaccc acggtgcgga ggtgtcagga ggaaggtagc agcgtcttga ctttccaccg 
420 

tctgaccctc cctggagtgc tggggcctgt tcggggccgg. ccaggttcag gctccacaga 
480 

cctcacgcgt 
490 

<210> 3940 
<211> 62 
<212> PRT 

<213> Homo sapiens 
<400> 3940 

Xaa Cys Asn Val Arg Gly Arg Ser Arg Asp Ser Gly Lys Glu Arg Gin 

1 ■ 5 10 15 

Thr Asp Arg Gin Thr Gly Lys Val Arg Trp Lys His Thr Glu Asp Glu 

20 25 " 30 

Arg Asp Arg Gin Trp Glu Ala Glu Leu Lys Thr Val Lys Glu Arg Ala 

35 40 45 

Thr Asp Ser Glu Gly Gly Arg Asp Arg Leu Glu Pro Phe Leu 
50 55 . 60 

<210> 3941 
<211> 2077 
<212> DNA 

<213> Homo sapiens 
<400> 3941 

nntttttttt ttttttttca agatggcagc tttaatcaca ttggccaagg gcctaggttc 
60 

cctctgttca ggcccactta gccacacacc caccctggcc atatccagaa cacttctacc 

120 " ■ 

aggtgggccc tgccctgtgg ccactgatgt gggaacctga ggtcacatca gtctgtggac 
180 

tcctgggtta ggtgaccctx ctgccttgag gtctgctgga cacctgggca tgggatccag 
240 

tagtcctgag ctcactcttt tggccatctc cagctgctcc taggggacgt ggctcaggcc 
300 

cgctcctggg gcagggggtt ggcggtggca tgaggtgggt tggggaggag gacgtgtctc 
360 

cacattgcag ctggcttcct cctgggctga acctccttgt gctttgagac tgacaggaag 
420 

agcagagttg cttcaggtag aggctcggcc caggcccttg gggcaggata acagcagaga 
480 

actcaggtgc ctcctggcac agacaggagg acagatggca caggtgagca tccacacact 
540 
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cagggaggag gcggccagga cccagcagct attgctggcc actctgcagg aggcagcgac 
360 

cacgcaggag aacgtggcct gngaggaaga actggatggt tggcggcgaa ggcggcgcca" 
420 

gcgggaggtc accgtgagac cggacttgcc tccgtgggcg ccggaccttg k gcttgggcgc 
480 

aggaatccga ggcagccttt ctccttcgtg ggcccagcgg agagtccgga ccgagatacc 
540 

atgccaggac tctccggggt cctgtgagct gccgtcgggt gagcacgttt cccccaaacc 
600 

ctggactgac tgctttaagg tccgcaaggc gggccagggc cgagacgcga gtcggatgtg 
660 

gtgaactgaa agaaccaata aaatcatgtt cctccaccca gaatgagccc tgcagtcgac 
720 

acctaccaat gcttagagac gcgt 

744 

<210> 3938 

<211> 154 - 

<212> PRT 

<2 13 > Homo sapiens 

*<400> 3938 

Pro Pro Ala Gly Ala Ala Phe Ala Ala Asn His Pro Val Leu Pro Pro, 

1 • 5 10 15 

Gly His Val Leu Leu Ala Glu Asn Ala Asp Leu Ser Arg Asn Ala Gly 

20 25 30 

Arg Arg Gly Trp Arg Gly Leu Arg Ala Pro Arg Tyr Arg Asp Pro Gly , 

35 40 45 

Arg Ala Ala Glu Ala Gly Asn Ala Lys Gly Asp Ala Thr Ala Gly Pro 

50 55 60 

Lys Glu Gin Gly Gly Gly Gly Gin Asp Pro Ala Ala lie Ala Gly His 
65 70 75 80 

Ser Ala Gly Gly Ser Asp His Ala Gly Glu Arg Gly Leu Xaa Gly Arg 

85 90 95 

Thr Gly Trp Leu Ala Ala Lys Ala Ala Pro Ala Gly Gly His Arg Glu 

100 105 110 

Thr Gly Leu Ala Ser Val Gly Ala Gly Pro Trp Leu Gly Arg Arg Asn 

115 . 120 125 

Pro Arg Gin Pro Phe Ser Phe Val Gly Pro Ala Glu Ser Pro Asp Arg 

130 135 140 

Asp Thr Met Pro Gly Leu Ser Gly Val Leu 
145 150 

<210> 3939 

<211> 490 - 

<212> DNA 

<213> Homo sapiens 

<400> 3939 

nnttgcaacg tgagagggcg ctcaagagat tcaggaaagg aaagacagac agacagacag 
60 

acgggaaagg tgagatggaa acacacagaa gatgagagag acagacagtg ggaggcagag 
120 
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<213> Homo sapiens 
<400> 3936 



Met Arg 


Gly 


Ser 


Gin 


Glu Val Leu Leu 


Met 


Trp 


Leu 


Leu 


Val 


Leu 


Ala 


1 






5 




10 










15 




Val Gly 


Gly 


Thr 


Glu 


His Ala Tyr Arg 


Pro 


Gly 


Arg 


Arg 


Val 


Cys 


Ala 






20 




25 










30 






Val Arg 


Ala 


His 


Gly 


Asp Pro Val Ser 


Glu 


Ser 


Phe 


Val 


Gin 


Arg 


val 




35 






40 








45 








Tyr Gin 


Pro 


Phe 


Leu 


Thr, Thr Cys Asp 


Gly 


His 


Arg 


Ala 


Cys 


Ser 


Thr 


50 








55 






60 










Tyr Arq 


Thr 


He 


Tyr 


Arg Thr Ala Tyr 


Arg 


Arg 


Ser 


Pro 


Gly 


Leu 


Ala 


65 








70 




75 










80 


Pro Ala 


Arg 


Pro 


Arg 


Tyr Ala Cys Cys 


Pro 


Gly 


Trp 


Lys 


Arg 


Thr 


Ser 








85 




90 










95 




Gly Leu 


Pro 


Gly 


Ala 


Cys Gly Ala Ala 


lie 


Cys 


Gin 


Pro 


Pro 


Cys 


Arg 






100 




105 










110 






Asn Gly 


Gly 


Ser 


Cys 


Val Gin Pro Gly 


Arg 


Cys 


Arg 


Cys 


Pro 


Ala 


Gly 




115 






120 








125 








Trp Arg 


Gly 


Asp 


Thr 


Cys Gin Ser Asp 


Val 


Asp 


Glu 


Cys 


Ser 


Ala 


Arg 


130 








135 






140 










Arg Gly 


Gly 


Cys 


Pro 


Gin Arg Cys Val 


Asn 


Thr 


Ala 


Gly 


Ser 


Tyr 


Trp 


145 








150 




155 










160 


Cys Gin 


Cys 


Trp 


Glu 


Gly His Ser Leu 


Ser 


Ala 


Asp 


Gly 


Thr 


Leu 


Cys 








165 




170 










175 




Val Pro 


Lys 


Gly 


Gly 


Pro Pro Arg Val 


Ala 


Pro 


Asn 


Pro 


Thr 


Gly 


Lys 






180 




185 










190 






Gin Pro 


Trp 


Leu 


Cys 


Leu Ala Trp Gly 


Gly 


Gly 


Gin 


Ala 


Val 


Asp 


He 




195 






200 








205 








Ala Val 


Trp 


Leu 


Leu 


Gly Met Val Gly 


Gly 


Thr 


Gly 


He 


Trp 


Ala 


Glu 


210 








215 ^ 






220 










Gly Gly 


Gly 


Asp 


Ser 


Leu Ser Arg Glu 


Gly 


Gly 


Trp 


Gly 


Gly 


Arg 


He 


225 








230 




235 










240 


Gly Gly 


Phe 


Pro 


Arg 


Thr Gly Gly Arg 


Leu 


Pro 


Gly 


Ala 


Ser 


Tyr 


Gin 








245 




250 










255 




Pro Arg 


Arg 


Gin 


Lys 


Cys Pro Val Pro 

















260 265 

<210> 3937 

<211> 744 

<212> DNA 

<213> Homo sapiens 

<400> 3937 

tccggactct ccgctgggcc cacgaaggag aaaggctgcc tcggattcct gcgcccaagc 
60 

.caaggtccgg cgcccacgga ggcaagtccg gtctcacggt gacctcccgc cggcgccgcc 
120 

ttcgccgcca accatccagt tcttcctcca ggccacgttc tccttgcgga aaatgctgat 
180 

ctcagtcgca atgctgggcg caggggctgg cgtgggctac gcgctcctcg ttatcgtgac 
240 

cccgggagag cggcggaagc aggaaatgct aaaggagatg ccactgcagg acccaaggag 
300 
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100 105 110 

Cys Ser Ala Leu Gin Pro Xaa Leu Ala Pro Ser Gin Pro His Ser Thr 

115 120 125 

Pro Thr . . 

130 ' 

<210> 3935 
<211> 1103 

<212> DNA ^ 
<213> Homo sapiens 

<400> 3935 

ntgccagctt ggtgcaggga ggctcctgtg gacaggccag gcaggtgggc ctcaggaggt 
60 

gcctccaggc ggccagtggg cccgaggccc cagcaagggc tagggtccat ctccagtccc 
120 

aggacacagc agcggccacc atggccacgc ctgggctcca gcagcatcag cagcccccag 
180 

gaccggggag gcacaggtgg cccccaccac ccggaggagc agctcctgcc cctgtccggg 
240 

ggatgactga ttctcctccg ccaggccacc cagaggagaa ggccaccccg cctggaggca 
300 

caggccatga ggggctctca ggaggtgctg ctgatgtggc ttctggtgtt ggcagtgggc 
360 

ggcacagagc acgcctaccg gcccggccgt agggtgtgtg ctgtccgggc tcacggggac 
420 

cctgtctccg agtcgttcgt gcagcgtgtg taccagccct tcctcaccac ctgcgacggg 
480 

caccgggcct gcagcaccta ccgaaccatc tataggaccg cctaccgccg cagccctggg 
540 

ctggcccctg ccaggcctcg . ctacgcgtgc tgccccggct ggaagaggac cagcgggctt 
600 

cctggggcct gtggagcagc aatatgccag ccgccatgcc ggaacggagg gagctgtgtc 
660 

cagcctggcc gctgccgctg ccctgcagga tggcggggtg acacttgcca gtcagatgtg 
720 

gatgaatgca gtgctaggag gggcggctgt ccccagcgct gcgtcaacac cgccggcagt 
780 

tactggtgcc agtgttggga ggggcacagc ctgtctgcag acggtacact ctgtgtgccc 
840 

aagggagggc cccccagggt ggcccccaac ccgacaggta aacagccctg gctgtgcctg 
900 

gcctggggag gcgggcaggc agtggacatt gccgtgtggc tgttaggcat ggtggggggc 
960 

actggaatct gggcggaagg cggtggggac tccctctcca gggagggagg atggggaggg 
1020 

aggataggtg ggttcccgag aactgggggc aggttgcccg gagcctcata tcagccaaga 
1080 

aggcagaagt gccccgtccc ggg 
1103 

<210> 3936 
<211> 265 
<212> PRT 
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gagagtttct ttgtccaagt gcatgatgtt tctccagagc , aacctcgaac agtcatcaaa 
3180 

gcaccccgcg tcagcactgc acaggatgtc attcagcaga ccttatgcaa agccaaatat 
3240 

tcctacagca tcctgagcaa ccccaatcca agcgactatg tgcttttgga agaggtggtg 
3300 

aaagacacta ccaacaagaa gactaccaca ccaaagtcct ctcagcgggt ccttctggat 
3360 

caggagtgtg tgtttcaagc ccaaagcaag tggaaaggtg caggaaaatt catccttaag 
3420 

ctaaaggagc aggtgcaggc atctcgagaa gataaaaaga aaggcatttc tttcgcaagt 
3480 

gaactcaaga agctcaccaa gtcaactaaa cagccccgag gacttacatc accttctcag 
3540 ' 

ctcttgacct cagaaagtat ccaaaccaag gaggagaaac ctgtgggtgg cttgtcctcc 
3600 

agtgacacaa tggattaccg acagtgacta agggcagcat gtttaaccca ggtgaagatc 
3660 

tttaagcaag aagttaaaga gtgaacatgg tggaaaaaat ataattattt tcatcagact 
3720 

taaactggaa attgatgatt tctgaactga agccttcaca catgtgagat ccatgctgag 
3780 

gagaagcaaa atggcacagg gctagttgcc accaaccaat ttactgatga atgaagccca 
3840 

ggggactgcc attttataaa tgtcagcagt tggaaaaatc gtcacgaatt gacttagagc 
3900 ^ 

aagggtcagc aagcttgtct gtaaagggcc aaacagtaaa tattttaggg ctgggggcca 
3960 

taaaatatgt tgcaaccacc caattctgcc attgtagtgc aaaagcagcc atagacaaca 
4020 

catacatgaa cgaacgtggc tgtattccaa taaaacttta tttatggaca ctgaaaaaaa 

4080 

aa 

4082 

<210> 3934 
<211> 130 
<212> PRT 

<213> Homo sapiens 
<400> 3934 

Thr Arg Arg Ser Glu Val Asn Ala lie Ala Asn Pro Pro Asn Pro Leu 

15 10 15 

Pro Ser Arg Arg Ala His Ser Leu Thr Thr Ala Gly Ser Pro Asn Leu 

20 25 30 

Ala Ala Gly Thr Ser Ser Pro lie Arg Pro Val. Ser Ser Pro Val Leu 

35 40 45 

Ser Ser Ser Asn Lys Ser Pro Ser Ser Ala Trp Ser Ser Ser Ser Trp 
.50 55 60 

His Gly Arg lie Lys Gly Gly Met Lys Gly Phe Gin Ser Phe Met Val 
65 70' 75 80 

Ser Asp Ser Asn Met Ser Phe Val Glu Phe Val Glu Leu Phe Lys Ser 

85 90 1 95 

Phe Ser Val Arg Ser Arg Lys Asp Leu Lys Asp Leu Phe Asp Xaa Leu 
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tctgatgaca acattctgga agacagacct gaaaataaat catgtaatga caagcttcag 
1560 

tttgaatata atgaagaaat -cccaaagagg ataaagaaag cagataactc tgcttgcaac 

1620 ' 

aaaggaaagg tttatgatat ggaactggga gaagaatttt atcttgatca gaataaaaag 

1680 

gaaagcagac agattgcacc agagctttct gaccttgtaa tctattgtca agcagtaaaa 
1740 

nntttccagg actgtcaact ctaaatgcat ctggctctag cagaggaaaa gaaaggaaaa 
1800 

gcaggaagtc catttnttgg caacaatccg ggcagaatga gcccagggga gacagcatca 
1860 

tttaacaaaa catctggaaa annagttcct gtgaaggcat tcgacagacc tngggaggaa 
1920 

tcttcttccc ctctcaaccc aaccacgtcc ctcagtgcta tcattagaac tcccaaatgt 
1980 

tatcatatct cgtcgctgaa tgaaaatgcc gccaaacgtc tgtgtcgcag gtattctcag 
2040 

aaactgaccc agcacaccgc ctgtcagctg ctgagaactt accctgctgc cacccgcatc . 
2100 

gactcttcca acccgaaccc cctcatgttc tggctccatg ggatacagct tgtggcactc 
2160 

aactaccaga ctgatgatct ccctttacat ttaaatgctg caatgtttga ggcaaatggt 
2220 

ggttgtggtt atgtattgaa acctccagtt ctgtgggaca agaactgccc catgtatcag 
2280 

aagttttctc cactagaaag agatctggac agcatggatc ctgcagtcta ttctttaact 
2340 

attgtctctg gtcagaatgt gtgccccagt aatagcatgg gaagcccgtg cattgaagtc 
2400 

gacgtcctgg gcatgcctct ggacagctgc catttccgca caaagcccat ccatcgaaac 
2460 

accctgaacc ccatgtggaa cgagcagttt ctgttccgcg ttcacttcga. agatcttgta 
2520 

tttcttcgtt ttgcagttgt ggaaaacaat agttcagcgg taactgctca gagaatcatt 
2580 

ccactgaaag ctttaaaacg aggatatcga catcttcagc tgcgaaacct tcacaatgaa 
2640 

gtcttggaga tttctagttt attcattaac agcagaagga tggaagaaga ttcctctggc 
2700 

aataccatgt cagcctcttc gatgtttaat acagaagaaa gaaaatgttt gcagactcac 
2760 

agagtcacgg tgcatggggt cccagggcca gagcccttta ccgttttcac tattaatgga 
2820 

ggcaccaagg caaagcagct tctgcagcaa attctgacaa atgaacaaga catcaaacct 
2880 

gttaccacag actatttttt gatggaagaa aaatatttta tatctaaaga aaagaatgaa 
2940 

tgtaggaaac aaccattcca gagagccatt ggtccagaag aggagatcat gcaaatttta 
3000 

, agcagctggt ttccagaaga gggatacatg ggcaggattg tcttaaaaac ccagcaggaa 
3060 

aacctagaag agaaaaacat tgttcaagat gacaaagagg tgatcttgag ctcagaggag 
3120 
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<212> DNA 

<213> Homo sapiens 

<400> 3933 

tgaggtaact gacgatgaga tggcaacccg 
60 

ccggagtggt tctgatcctc aagacattaa 
120 

gctaaccctc caaaccccct cccttccaga 
180 

cccaacttgg ctgccgggac gtcatctccc 
240 

tcttcaaaca agagcccatc cagtgcttgg 
300 

ggcggcatga agggatttca gagcttcatg 
360 

tttgttgagc tgttcaaatc attcagtgtc 
420 

gatngtctat gcagtgccct gcaaccgnat 
480 

acctgacaat tgatgaaaac accagcgatc 
540 

aatgtctcgg atttggggtt gttcattaag 
600 

cagatatctg atgccattgc tgctgcaagc 
660 

acatctctgg gcatttttgg ggtgggcata 
720 

caaggagaac actgcactta tgatgaaatc 
.780 

atcagtatgt gtcatcaggg actaatgtca 
840 

aaagaaaatt ttgcctcaaa aaatgatgag 
900 

cccctctcat actattacat cgaatcttcg 
960 

aaaggagaat cctcggtaga actctacagc 
1020 

gaattggact gctgggacgg agacgatggg 
1080 

acaaccaaga tccccttcaa ggaagtggtt 
1140 

tctgacctgc caatcatcat atcgattgag 
1200 

atggcagaaa ttttcaagac tgtgtttgga 
1260 

actgatttct cagatgatcc aatgcttcct 
1320 

cttaaaaaca agaagctaaa agcccatcag 
1380 

catcagttag catctatgca agtgcaggct 
1440 

gccaataatg aggaagagga agatgaggag 
1500 



aaaggccaag atgcacaaag agtgtcgaag 
tgaacaagaa gatcagaggt gaatgccatc 
agagcccact ctttgaccac agctgggtcc 
atcaggccag tgtcctcccc tgtgctgtct 
agcagtagta gctggcacgg gcggatcaaa 
gtttcagata gcaacatgag ttttgttgaa 
aggagccgca aggacctgaa ggatctgttt 
ctggctccga gtcagcccca ctctacacca 
ttcagcctga ccntaggttt gttgaccaga 
agtaaacagc agctatcgga caaccagagg 
attgtgacaa atggcactgg gattgagagc 
cttcagctca acgatttcct cgtgaattgc 
ctcagcatca tccagaagtt cgagcctagc 
tttgaagggt ttgccaggtt tctgatggat 
tcacaggaga acattaaaga actgcagcta 
cacaatacct acctcacggg ccatcagctc 
caggtccttt tgcaaggctg tcgaagtgta 
atgcccatca tttatcatgg acatacgctg 
gaagccattg atcgcagtgc cttcatcaac 
aaccactgtt cattgcctca gcaacgaaaa 
gaaaagctgg tgactaaatt cttatttgag 
tcacctgacc aactcagaaa gaaagttctt 
acgccagtgg atatcttaaa gcaaaaggct 
tataatggtg ggaatgccaa cccccgacct 
gacgaatatg attatgacta tgaatccctt 
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acacctgtag tcccagctag tcaagaggct gaggccagag aatcgcttga acctgggagg 
3480 

tggaggttgc attgagccaa gatcacgcca ctgcattcca gcctggtgac agagcgagac 
3540 

tcagtctcaa aaaaaaaaaa aaaaaaaa 
3568 

<210> 3932 
<211> 293 
<212> PRT 

<213> Homo sapiens 
<400> 3932 

Glu Ala Ser Val Leu Ser Asn Phe Leu Asn Asn Pro Gin Arg Pro Val 

1 5 10* .15 

Ala Phe Trp Ala Pro Phe Gly Cys Ala Trp Trp Arg Arg Pro His Cys 

20 25 30 

Cys His Tyr Trp Lys Ser Ser Ser He Glu Glu Arg Gly Tyr Trp Gly 

35 40 45 

Ser Gly Ser Ala He Met Ala Pro Ala Pro Phe Arg Ser Gin Ser Thr 

50 55 60 

Arg Ser Ser He Glu Asp Asp Phe Asn Tyr Gly Ser Ser Val Ala Ser 
65 70 75 80 

' Ala Thr Val His lie Arg Met Ala Phe Leu Arg Lys Val Tyr Ser He 
85 v 90 95 

Leu Ser Leu Gin Val Leu Leu Thr Thr Val Thr Ser Thr Val Phe Leu 

100 105 110 

Tyr Phe Glu Ser Val Arg Thr Phe Val His Glu Ser Pro Ala Leu He 

115 120 125 

Leu Leu Phe Ala Leu Gly Ser Leu Gly Leu He Phe Ala Leu Thr Leu 

130 135' 140 

Asn Arg His Lys Tyr Pro Leu Asn Leu Tyr Leu Leu Phe Gly Phe Thr 
145 150 155 160 

Leu Leu Glu Ala Leu Thr Val Ala Val Val Val Thr Phe Tyr Asp Val 

165 170 175 

Tyr He He Leu Gin Ala Phe He Leu Thr Thr Thr Val Phe Phe Gly 

180 185 190 

Leu Thr Val Tyr Thr Leu Gin Ser Lys Lys Asp Phe Ser Lys Phe Gly ■ 

195 200 205 

Ala Gly Leu Phe Ala Leu Leu Trp He Leu Cys Leu Ser Gly Phe Leu 

210 215 220 

Lys Phe Phe Phe Tyr Ser Glu He Met Glu Leu Val Leu Ala Ala Ala 
225 230 235 240 

Gly Ala Leu Leu Phe Cys Gly Phe lie He Tyr Asp Thr His Ser Leu 

245 250 255 

Met His Lys Leu Ser Pro Glu Glu Tyr Val Leu Ala Ala He Ser Leu- 

260 265 270 

Tyr Leu Asp lie lie Asn Leu Phe Leu His Leu Leu Arg Phe Leu Glu 

275 280 285 

Ala Val Asn Lys Lys 
290 

<210> 3933 
<211> 4082 
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atttcaaaat tcaattccaa aaatataaat 
1860 

actatcttca tctttccttt tccagaacaa 
1920 

gaactatctt catctttcct tttccagaac 
1980 

ctggggctgt ttcggcgatc aaatgaccaa 
2040 

gaagctgagc attttaaatt caaaaatttc 
2100 

acacaattta gactgactta ggaagcttct 
2160 

agacctgttg cattctgggc cccattcgga 
2220 

cattattgga agtcgtcttc gatcgaggag 
2280 

atggcaccag cacccttccg gtcccagtcc 
. 2340 

tatggcagca gcgtggcctc cgccaccgtg 
2400 

tacagcattc tttctctgca ggttctctta 
2460 

tttgagtctg tacggacatt tgtacatgag 
2520 

ggatctctgg gtttgatttt tgcgttgact 
2580 

tacctacttt ttggatttac gctgttggaa 
2640 

tatgatgtat atattattct gcaagctttc 
2700 

actgtgtata ctctacaatc taagaaggat 
2760 

cttttgtgga tattgtgcct gtcaggattc 
2820 

gagttggtct tagccgctgc aggagccctt 
2880 

cactcactga tgcataaact gtcacctgaa 
2940 

ttggatatca tcaatctatt cctgcacctg 
3000 

taattaaaag tatctcagct caactgaaga 
3060 

attaaagtaa ttggaagcag tatatagaaa 
3120 

atgattaaat actgttacaa tctttatttg 
3180 

cttactattc tttatgatac ctcatttcta 
3240 

tatcaaaatt ctattaaaaa tgcttttctg 
3300 

caccactttg ggagaccgag gcaggtggat 
3360 

ccaacatggt gaaaccccgt ctctactaaa 
3420 



gctaggcacc aagattcttg gtgcatcaga 
gttctaggca ctaagattct tagcacatca 
aagttccagc tgcctaaaca ggctgaaagt 
actagagcag gcaatggctt ccacgtagat 
tgcccattgg' ctactacgta ataacttaaa 
gtgttgagca acttcctcaa taatcctcaa 
tgtgcatggt ggcggaggcc acactgctgc 
cgagggtact gggggtcggg gtcagccatc 
actcgctcct cgatcgagga cgacttcaac 
cacatccgaa tggcctttct gagaaaagtc 
actacagtga cttcaacagt ttttttatac 
agtcctgcct taattttgct gtttgccctc 
ttaaacagac ataagtatcc ccttaacctg 
gctctgactg tggcagttgt tgttactttc 
atactgacta ctacagtatt ttttggtttg 
ttcagcaaat ttggagcagg gctgtttgct 
ttgaagtttt ttttttatag tgagataatg 
cttttctgtg gattcatcat ctatgacaca 
gagtacgtat tagctgccat cagcctctac 
ttacggtttc tggaagcagt taataaaaag 
acaacaaaaa aaatttaacg agaaaaaagg 
ctgtttcatt aagtaataaa gtttgaaaca 
tatcatatgt aattttgaga gctttaaaat 
aatccttgat ttaggatctc agttaagagc 
gctgggcaca gtggctcacg cctgtaatcc 
cacgaggtca agaggttgag accatcctgg 
aatacaaaaa ttagctggat gtggtggcac 
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gcattctata atttcaaatg 
240 

taatatctga ctttcaggcc 
300 

acattttaat gtaatactga 
.360 

ttaagcaaaa agagatttac 
420 

ccaaatcaat attacttaat 
480 

aactgatatt cttatctact 
540 

ggctaattta ggaagaaaaa 
600 

caggctggaa tgcagtggcg 
660 

cgattctctg gcctcagcct 
720 

gctaattttt gtatttttag 
780 

cctcttgacc tcgtgatcca 
840 

gccactgtgc ccagccagaa 
900 

cctaaatcaa ggatttagaa 
960 

aaattacata tgatacaaat 
1020 

tacttaatga aacagtttct 
1080 

aatttttttt gttgttcttc 
1140 

ttccagaaac cgtaacaggt 
1200 

agctaatacg tactcttcag 
1260 

gaatccacag aaaagaaggg 
1320 

aaaaaaaaac ttcaagaatc 
1380 

tccaaatttg ctgaaatcct 
1440 

tgtagtagtc agtatgaaag 
1500 

tgccacagtc agagcttcca 
1560 

cttatgtctg tttaaaatca 
1620 

aattaaggca ggactctcat 
1680 

tgaagtcact gtagttaaga 
1740 

ggctgtattt taccacaatt 
1800 



aaatctatac tttaaaaaca 
aacttttaat gttagtacaa 
ataattctct gtggaattta 
agtttataat ggtaaagact 
aattcaggga aaatttagat 
cataaaatta tttttgaatt 
tttttttttt tttttttgag 
tgatcttggc tcaatgcaac 
cttgactagc tgggactaca 
tagagacggg gtttcaccat 
cctgcctcgg tctcccaaag 
aagcattttt aatagaattt 
atgaggtatc ataaagaata 
aaagattgta acagtattta 
atatactgct tccaattact 
agttgagctg agatactttt 
gcaggaatag attgatgata 
gtgacagttt atgcatcagt 
ctcctgcagc ggctaagacc 
ctgacaggca caatatccac 
tcttagattg tagagtatac 
cttgcagaat aatatataca 
acagcgtaaa tccaaaaagt 
acgcaaaaat caaacccaga 
gtacaaatgt ccgtacagac 
gaacctgcag agaaagaatg 
aatttttttt aaaaaaaagc 



attaatgtca aattttgtca 
tttaaaataa aaagtcatta 
tcttttacat ttttttcctt 
ctactacttc agaatcaaag 
aaaatcacta gacaacggta 
gcaaacgaac cgctatgcgt 
actgagtctc gctctgtcac 
ctccacctcc caggttcaag 
ggtgtgtgcc accacatcca 
gttggccagg atggtctcaa 
tggtgggatt acaggcgtga 
tgatagctct taactgagat 
gtaagatttt aaagctctca 
atcattgttt caaactttat . 
ttaatccttt tttctcgtta 
aattactttt tattaactgc 
tccaagtaga ggctgatggc 
gagtgtgtgt catagatgat 
aactccatta tctcactata 
aaaagagcaa acagccctgc 
acagtcaaac caaaaaatac 
tcatagaaag taacaacaac 
aggtacaggt taaggggata 
gatccgaggg caaacagcaa 
tcaaagtata aaaaaactgt 
ctgtagactt ttctcagaaa 
tgagttcact ggccaaaata 
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<400> 3929 . . 

ntcctttctt tagccagcca tcctggtact gtagtttagg ggttgatggt ggttgaaatt 
60 

gatttctggc tggttactaa ggtgtctggc tgactttgtc ctaaataagg ctaacattag 
120 

tgaactaaga acagcgtcac gtggtggcca tgcctggtct tcaggagcac ccctccccga 
180 

tgcgctggca ggagcgcccc actttccggt ccagattcac agtctgagaa tgaggcttca 

240 . - . 

ccagtaaaac ggccacgact acttgagaat acggaacggt ccgaggaaac cagtcgatct 

300 

aaacagaaga gtcgacgtcg gtgcttccag tgccaaacca aactggagct ggtgcagcag 
360 

gaattgggat cgtgtcgctg cggttatgtg ttctgtatgt tacatcgcct ccccgagcag 
420 . 

cacgactgca cattcgacca catgggcgtg gccgggagaa gccatcatga 
470 

<210> 3930 
<211> 115 
<212> PRT 

<213> Homo sapiens 
<400> 3930 



Thr 


Lys Asn 


Ser 


val 


Thr Trp 


Trp 


Pro 


Cys 


Leu 


val 


Phe 


Arg 


Ser 


Thr 


1 ' 






5 








10 










15 




Pro 


Pro Arg 


Cys 


Ala 


Gly Arg 


Ser 


Ala 


Pro 


Leu 


Ser 


Gly 


Pro 


Asp 


Ser 






20 








25 










30 






Gin 


Ser Glu 


Asn 


Glu 


Ala Ser 


Pro 


Val 


Lys 


Arg 


Pro 


Arg 


Leu 


Leu 


Glu 












40" 










45 








Asn 


Thr Glu 


Arg 


Ser 


Glu Glu 


Thr 


Ser 


Arg 


Ser 


Lys 


Gin 


Lys 


Ser 


Arg 




50 






55 










60 










Arg 


Arg Gys 


Phe 


Gin 


Cys Gin 


Thr 


Lys 


Leu 


Glu 


Leu 


Val 


Gin 


Gin 


Glu 


65 








70 








75 










80 


Leu 


Gly Ser 


Cys 


Arg 


Cys Gly Tyr Val 


Phe 


Cys 


Met 


Leu 


His 


Arg 


Leu 








85 








90 










95 




Pro 


Glu Gin 


His 


Asp 


Cys Thr 


Phe 


Asp 


His 


Met 


Gly 


Val 


Ala 


Gly Arg 






100 








105 










110 







Ser His His 



115 

<210> 3931 

<211> 3568 

.<212> DNA 

<213> Homo sapiens 

<400> 3931 

nnactagtac agtgagggaa tttgacaaaa tntcattggt tactggtaca ctgacctaac 

atgctgtgtg gaccaacaca aatgaaacca taagacaata cttcccaaat attttaattt 
120 

tgaaatagat atacttaatg gctgatgacc cagtatcttt ggtgtcctct aaccacatta 
180 
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cgctttagaa agcattgttt tagtccaggc acagtggctc acgcctgtaa tcccagcact 
2760 

ttgggaggcc gaggtgggtg gatcacaagg ttgggagatt gagaccatcc tggctaacac 
2820 

agtgaaaccc tgtctctact aaaaaaatac aaaaaattag cttggcgtgg tggtgggcgc 
2880 

ctgtagtccc agcagcttgg gaggctgagg ctggagaatg gtgtgaaccc aggaggcgga 
2940 

gcttgcagtg agccaagatc gcgccactgc actccagccc gggtgacaga gcaagactcc 
3000 

gtctcaaaaa aaagaaaaga aaaaagaaag cattgtttta attgagaggg gcagggctgg 
3060 

agaaggagca agttgtgggg agccaggctt ccctcacgca gcctgtggtg gatgtgggaa 
3120 

ggagatcaac ttctcctcac tctgggacag acgatgtatg gaaactaaaa agaacatgcg 
3180 

gcaccttaaa aaaaaaa 
3197 

<210> 3928 
<211> 180 
<212> PRT . 
<213> Homo sapiens 

<400> 3928 

Met Ser Glu Ala Ala Thr Arg Trp Ser Cys Gin Gly Ser 

1 5 10 

Thr Cys Phe Ser Arg Val Arg Pro Trp Arg Arg Arg Cys 

20 25 
Asp Ser Ser Ser Arg Arg Arg Arg Ser Cys Cys Thr Gly 

35 40 45 

Pro Met Pro Arg Leu Pro~ Ser Leu Trp Pro Leu. Ser Leu 

50 ,55 - 60 

Ser Leu Ser Ser Pro His Arg Val Gin Gly Leu Gly Pro 
65 70 " 75 

Leu Lys Ser Gin Leu Leu Pro Arg Phe Phe Trp Arg Arg 

85 90 
Pro Leu Ser Ser Phe Pro Gly Arg Asn Glu Gly Gly Ser 

100 105 
lie Leu Gly Val Cys Pro Val Ser Pro Gly Ala Leu Ser 
115 120 125 

Ser Pro Thr Gly Phe Trp Arg Pro Arg Glu Ala Ser Ser 

130 135 , 140 

Ala Lys Gly lie Ser Lys Arg Arg His Phe Leu Pro Ala 
145 150 155 

Cys Pro Asn Pro Arg Ser Ser Glu Ala Phe Pro Gly Ala 
165 170 

Thr Leu Ala He 
180 

<210> 3929 
<211> 470 
<212> DNA 
<213> Homo sapiens 



Cys Gin Lys 
15 

Ser Cys Gly 
30 

Ser Leu Gly 

Pro Leu Arg 

Pro Arg Arg 
80 

Gin Gin Glu 
95 

Glu Met Glu 
110 

Tyr Met Glu 

Leu Glu Leu 

Pro Ala Leu 
160 

Val Cys Val 
175 
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aatccgagaa gttccgaggc 
1140 

aaaggagaca gcccctggtc 
1200 

cttcctctag gtgtttccac 
1260 

taaaatggtg gggggactgg 
1320 

ttgtctgaag gccagagtag 
1380 

gggaaggtga gtggtggaga 
1440 

gcctccccag ctgaggcatc 
1500 

agagctcctc ttcctttacc 
1560 

ttggtgccac ctgggcacag 
1620 

ctggaacctc ' atccctgcac 
1680 

atctagatct catctgtcat 
1740 

ggaaaatcag atctgtgact 
1800 

attcctgctc cctgccttaa 
1860 

acaacctggt gctcagcttc 
1920 

caggccgtcc agtcctgata 
1980 

aatggagact ataattataa 
2040 

tacccctccc tcccctggtc 
2100. 

aacatggcaa acagatcaca 
2160 

caggccctaa gccagcgtca 
2220 

acatcatccc agactgcctt 
2280 

tagaagttca gaggtgactg 
2340 

gctaggggag tgctgtgctg 
2400 

aggaaagccc tggagggaat 
2460 

ctgcgataca ctagtttatt 
2520 

atttggggac acctaaacag 
2580 

aatgtgtgtg gcaaacttac 
2640 

gaacaaagct tctgtccctc 
2700 



tttcccaggg gcagtctgtg 
ccagcttgtc agctctgctg 
tccaccctgg cctgctcaga 
tcaaaggact cttatgtcac 
gggttggggg gagtgtggac 
gggggtctct gaaggccctt 
attcctgggc cagagtcgtg 
aggcaaggtg catcccctca 
gggcaagctt ggtggttgtg 
agatgaggaa accaaggcat 
ccgggtctta tcctttgctc 
taatcctctc cctggccctc 
ctcctcctcc cactgcccct 
cccatcagtg aaaaggggtg 
gtctgtggat ttcggatcct 
ctcctgttct gcatagagca 
ctcataagat ccttgaagca 
ggagtcaaag ggccttgctc 
gaacagtcaa tctgcatttt 
ctgtattccc ctgtgtacag 
tgtttctcca tttccacagc 
attctccagc catggtcaga 
cacatgtgta ctttttcatg 
gaactaatgt ccaggagtag 
atcagtgacc tgaatgactt 
aagaagggag ctaagtatcc 
ccacacctct cacctcacag 



tcacgctggc catttgacat 
ccgacttgct gacttatcaa 
gcctcagttt acccctgcat 
tgcagtgtcc cattctagga 
aaaccccgca aatcagagtg 
ggggctgaca gggccaggca 
tccaccaagg gacagtagcc 
gccctcctgg cccttcagtc 
agtccattca tctatcagag 
ggagcagttc ccagagtcga 
tgtttttctc ttcaggctct 
acccacttag tttctttttc 
gatcccaggc ccaggctttt 
gctagagtaa ctaacctcag 
tctcaggaag cttcatgtct 
tttgcatcaa aggctttcca 
ggttcctatt cctcattggc 
aaggtcccca gcttcagccc 
tcatcagtca ttctatagtg 
tctccttctg tttctaggtt 
caaatggggg aagaggtgag 
caggtcaccc aggagcctcg 
aagctttttg caaagcacat 
acatgattgg tggccaagtt 
ctcagaacct ttaatatgcc 
agcctctccc< aaacctcttt 
gcacatcagg ctgcagaatg 
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595 600 605 

Leu Cys Gin Asn Gin Val Val Arg Glu Ala He Leu Glu Asp . Leu Gin 

610. 615 " 620 

Lys He Gly Lys Glu Ser Gly Leu Lys Thr Phe Glu Gin Val Lys Ala 
625 630 635 ' 640 

He Phe Leu His Pro Glu Pro Phe Ser He Glu Asn Gly Leu Leu Thr 

645 650 - 655 

Pro Thr Leu Lys Ala Lys Arg Gly Glu Leu Ser Lys Tyr Phe Arg Thr 

660 665 . 670 

Gin He Asp Ser Leu Tyr Glu His He Gin Asp 
675 680 

<210> 3927 
<211> 3197 

<212> DNA ' 
<213> Homo sapiens 

<400> 3927 

cagagcccca tgaattaggt cccctcaatg gggacacagc tataactgtc cagctctgtg 
60 

catcagagga ggctgagcgg caccagaagg atataaccag aattctccag caacatgagg 
120 

aggaaaagaa gaaatgggca caacaggtgg agaaggaaag ggagctagag cttcgagaca 
180 

gactggatga gcagcaaagg gtcctggaag gaaagaatga agaggccctg caagtcctcc 
240 

gggcctcata tgaacaggag aaagaagcgc ttacccactc tttccgggag gccagttcta 
300 

cccagcagga gaccatagac agactgacct cacagctgga ggctttccag gccaaaatga 
' 360 \ 
agagggtgga ggagtccatt ctgagccgaa actataagaa acatatccag gattatggga 
420 

gccccagcca gttctgggag caggagctgg agagcttaca ctttgtcatc gagatgaaga 
480 

atgagcgtat tcatgagctg gacaggcggc tgatcctcat ggaaacagtg aaagagaaaa 
540 

atctgatatt ggaggaaaaa attacgaccc tgcaacagga aaatgaggac ctccatgtcc 
600 

gaagccgcaa ccaggtggtc ctgtcaaggc agctgtcaga agacctgctt ctcacgcgtg 
660 

aggccctgga gaaggaggtg cagctgcggc gacagctcca gcaggagaag gaggagctgt 
720 

tgtaccgggt ccttggggcc aatgcctcgc ctgccttccc tctggcccct gtcactccca 
780 

ctgaggtctc tttcctcgcc acatagggtg cagggcctgg gcccaccacg acgcctgaag 
840 ^ 

tcacagctcc ttccaaggtt tttctggaga agacagcagg agcctctcag ttcttttcca 
900 

ggaaggaacg agggtgggag cgagatggag atcctgggtg tgtgcccagt gagccctggg 
960 

gccttgagtt acatggaatc acccacaggg ttttggaggc cccgagaagc gtcttccctt 
- 1020 

gagttggcca agggaataag caagaggaga catttcctcc ctgccccagc actctgtccc 
1080 
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165 170' 175 

Lys Ala Asp He Ala Met Val He Cys Asp Thr Pro Gin Lys Ala Leu 

180 185 190 

Val Leu He Gly Asn Val Glu Lys Gly Phe Thr Pro Ser Leu Lys Val 

195 200 205 

He He Leu Met Asp Pro Phe Asp Asp Asp Leu Lys Gin Arg Gly Glu 

,210. 215 220 

Lys Ser Gly He Glu He Leu Ser Leu Tyr Asp Ala Glu Asn Leu Asp 
225 230 235 240 

Lys Glu His Phe Arg Lys Pro Val Pro Pro Ser Pro Glu Asp Leu Ser 

245 250 255 

Val He Cys Phe Thr Ser Gly Thr Thr Gly Asp Pro Lys Gly Ala Met 

260 265 270 

He Thr His Gin Asn He Val Ser Asn Ala Ala Ala Phe Leu Lys Cys 

275 280 , ^ 285 

Val Glu His Ala Tyr Glu Pro Thr Pro Asp Asp Val Ala He Ser Tyr 

290 295 300 

Leu Pro Leu Ala His Met Phe Glu. Arg, He Val Gin Ala Val Val Tyr 
305 310 315 320 

Ser Cys Gly Ala Arg Val Gly Phe Phe Gin Gly Asp He Arg Leu Leu 

325 330 i 335 

Ala Asp Asp Met Lys Thr Leu Lys Pro Thr Leu Phe Pro Ala Val Pro 

340 345- 350 

Arg Leu Leu Asn Arg He Tyr Asp Lys Val Gin Asn Glu Ala Lys Thr 

355 360 365 

Pro Leu Lys Lys Phe Leu Leu Lys Leu Ala Val Ser Ser Lys Phe Lys , 

370 375 380 

Glu Leu Gin Lys Gly He He Arg His Asp Ser Phe Trp Asp Lys Leu 
385 390 395 400 

He Phe Ala Lys lie Gin Asp Ser Leu Gly Gly Arg Val Arg Val He 

.405 410 415 

Val Thr Gly Ala Ala Pro He Ser Thr Pro Val Leu Thr Phe Phe Arg 

420 ^ 425 430 

Ala Ala Met Gly Cys Trp Val Phe Glu Ala Tyr Gly Gin Thr Glu Cys 

435 440 445 

Thr Gly Gly Cys Thr Phe, Thr Leu Pro Gly Asp Trp Thr Ser Gly His 

450 455 460 

Val Gly Val Pro Leu Ala Cys Asn Tyr Val Lys Leu Glu Asp Val Ala 
465 470 475 480 

Asp Met Asn Tyr Phe Thr Val Asn Asn Glu Gly Glu Val Cys He Lys 

485 ' 490 495 

Gly Thr Asn Val Phe Lys Gly Tyr Leu Lys Asp Pro Glu Lys Thr Gin 

500 505 510 

Glu Ala Leu Asp Ser Asp Gly Trp Leu His Thr Gly Asp He Gly Arg 

515 520. 525 

Trp Leu Pro Asn Gly Thr Leu Lys He He Asp Arg Lys Lys Asn He 

530 535 540 

Phe Lys Leu Ala Gin Gly Glu Tyr He Ala Pro Glu Lys. He Glu Asn 
545 550 555 560 

lie Tyr Asn Arg Ser Gin Pro Val Leu Gin He Phe Val His Gly Glu 

565 570 575 

Ser Leu Arg Ser Ser Leu Val Gly Val Val Val Pro Asp Thr Asp Val 

580 585 590 

Leu Pro Ser Phe Ala Ala Lys Leu Gly Val Lys Gly Ser Phe Glu Glu 
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ccagtttatg ttctgtgtcc ttcctcatga tttccaacct taatactatt agtaaccaca 
2580 

agttcaaggg tcaaagggac cctctgtgcc ttcttctttg ttttgtgata aacataactt 
2640 

gccaacagtc tctatgctta tttacatctt ctactgttca aactaagaga tttttaaatt 
2700 - 

ctgaaaaact gcttacaatt catgttttct agccactcca caaaccacta aaattttagt 
2760. 

tttagcctat cactcatgtc aatcatatct atgagacaaa tgtctccgat gctcttctgc 
2820 

gtaaattaaa ttgtgtactg aagggaaaag tttgatcata ccaaacattt cctaaactct 
2880 * 

ctagttagat atctgacttg ggagtattaa aaattgggtc tatgacatac tgtccaaaag 
2940 

gaatgctgtt cttaaagcat tatttacagt aggaactggg gagtaaatct gttccctaca 
3000 

gtttgctgct gagctggaag ctgtggggga aggagttgac aggtgggccc agtgaacttt 
3060 _ . . 

tccagtaaat gaagcaagca ctgaataaaa acctcctgaa ctgggaacaa agatctacag 
3120 

gcaagcaaga tgcccacaca acaggcttat tttctgtgaa ggaaccaact gatctccccc 
3180 

acccttggat tagagttcct gctctacctt acccacagat aacacatgct gtttctactt 
3240 

gtaaatgtaa agtctttaaa ataaactatt acagatactt aaaaaaaaaa aaaaaa 
3296 

<210> 3926 - 

<211>683 

<212> PRT 

<213> Homo sapiens 

<400> 3926 

Met Leu Phe lie Phe Asn Phe Leu Phe Ser Pro Leu Pro Thr Pro Ala 

1 5 ,10 15 

Leu "He Cys He Leu Thr Phe Gly Ala Ala He Phe Leu Trp Leu He 

20 25 30 

Thr Arg Pro Gin Pro Val Leu Pro Leu Leu Asp Leu Asn Asn Gin Ser 

35 40 45 

Val Gly He Glu Gly Gly Ala Arg Lys Gly Val Ser Gin Lys Asn Asn 

50 55 60 

Asp Leu Thr Ser Cys Cys Phe Ser Asp Ala Lys Thr Met Tyr Glu Val 
65 ,70 75 80 

Phe Gin Arg Gly Leu Ala Val Ser Asp Asn Gly Pro Cys Leu Gly Tyr 

85 90 95 

Arg Lys Pro Asn Gin Pro Tyr Arg Trp Leu Ser Tyr Lys Gin Val Ser 

100 105 HO 

Asp Arg Ala Glu Tyr Leu Gly Ser Cys Leu Leu His Lys Gly Tyr Lys 

115 120 125 

Ser Ser Pro Asp Gin Phe Val Gly He Phe Ala Gin Asn Arg Pro Glu 

130 135 140 

Trp He He Ser Glu Leu Ala Cys Tyr Thr Tyr Ser Met Val Ala Val 
145 150 155 160 

Pro Leu Tyr Asp Thr Leu Gly Pro Glu Ala He Val His lie Val Asn 
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tccctatatg atgctgagaa 
960 

ccagaagacc tgagcgtcat 
1020 

atgataaccc atcaaaatat 
1080 

gcttatgagc ccactcctga 
1140 

gagaggattg tacaggctgt 
1200 ; 

gatattcggt tgctggctga 
1260 

cctcgactcc ttaacaggat 
1320 

aagttcttgt tgaagctggc 
1380 

aggcatgata gtttctggga 
1440 

agggttcgtg taattgtcac 
1500 

cgggcagcaa tgggatgttg 
1560 

tgtacattta cattacctgg 
1620 

aattacgtga agctggaaga 
1680 

gaggtctgca tcaagggtac 
1740" 

caggaagccc tggacagtga 
1800 

aatggaactc tgaagatcat 
1860 

tacattgcac cagagaagat 
1920 

tttgtacacg gggagagctt 
1980 

gtacttccct catttgcagc 
2040 

aaccaagttg taagggaagc 
2100 

cttaaaactt ttgaacaggt 
2160 

aatgggctct tgacaccaac 
2220 

acccaaattg acagcctgta 
2280 

ccggcccact gtgcactgct 
2340 

gcctttcctc ctattttttt 
2400 

ttgagacata taatgtgtaa 
2460 

cgatgttgct aatattaagg 
2520 



cctagacaaa 


gagcacttca 


ctgcttcacc 


agtgggacca 


tgtttcaaat 


gctgctgcct 


tgatgtggcc 


atatcctacc 


tgtgtacagc 


tgtggagcca 


cgacatgaag 


actttgaagc 


ctacgataag 


gtacaaaatg 


tgtttccagt 


aaattcaaag 


caagctcatc 


tttgcaaaga 


tggagccgcc 


cccatctcca 


ggtgtttgaa 


gcttatggtc 


ggactggaca 


tcaggtcacg 


tgtggctgac 


atgaactact 


aaacgtgttc 


aaaggatacc 


tggctggctt 


cacacaggag 


cgaccgtaaa 


aagaacattt 


agaaaatatc 


tacaacagga 


acggtcatcc 


ttagtaggag 


caagcttggg 


gtgaagggct 


cattttagaa 


gacttgcaga 


caaagccatt 


tttcttcatc 


attgaaagca 


aagcgaggag 


tgagcacatc 


caggattagg 


tgtgagaaaa 


tggattaaaa 


ttaacctgtt 


aaactctaaa 


acttagttcc 


caaataaatc 


cttcagggct 


acttttatca 



gaaaacctgt gcctcctagc 
caggtgaccc caaaggagcc 
ttctcaaatg tgtggagcat 
tccctctggc tcatatgttt 
gagttggatt cttccaaggg 
ccacattgtt tcccgcggtg 
aggccaagac acccttgaag 
agcttcaaaa gggtatcatc 
tccaggacag cctgggcgga 
ctccagtctt gacattcttc 
aaacagaatg cacaggtggc 
ttggggtgcc cctggcttgc 
ttacagtgaa taatgaagga 
tgaaggaccc tgagaagaca 
acattggtcg ctggctcccg 
tcaagctggc ccaaggagaa 
gtcaaccagt gttacaaatt 
tggtggttcc tgacacagat 
cctttgagga actgtgccaa 
aaattgggaa agaaagtggc 
cagagccatt ttccattgaa 
agctttccaa atactttcgg 
ataaggtact taagtacctg 
actattctta catttgtttt 
gccatagctt ttgttttata 
aatcctgtct ttcccatctt 
acatgcctgt cttcaagatc 
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115 




120 








12 5 








Leu Lys 


Thr Lys 


Gin 


Gin Leu Lys Thr 


Leu 


Asn 


His 


Phe 


Asp 


Leu 


Thr 


130 






135 






140 










Asn Gly 


Val Leu 


Val 


Glu Ser Leu Ser 


Glu 


Glu 


Pro 


Leu 


Pro 


Ser 


Leu 


145 






150 




155 










160 


Arg Arg 


Gly Arg 


Lys 


Arg His Cys Lys 


Thr 


Lys 


His 


Leu 


Glu 


Gin 


Asn 






165 




170 










175 




Gly Ser 


Leu Lys 


Lys 


Leu Arg Gin Thr 


Ser 


Gly 


Glu 


Val 


Gly Leu Ala 




180 




185 










190 






Pro Thr 


Asp Pro 


val 


Leu Arg Glu Met 


Glu 


Gin 


Lys 


Leu 


Gin 


Gin 


Glu 




195 




200 








205 








Glu Glu 


Asp Arg 


Gin 


Leu Ala Leu Gin 


Leu 


Gin 


Arg Met 


Phe 


Asp 


Asn 


210 






215 






220 










Glu Arg 


Arg Thr 


Val 


Ser Arg Arg Lys 


Gly 


Ser 


Val 


Asp 


Gin 


Tyr 


Leu 


225 




230 




235 










240 


Leu Arg 


Ser Ser 


Asn 


Met Ala Gly Gly Arg 















245 250 



<210> 3925 

<211> 3296 

<212> DNA . 

<213> Homo sapiens 

<400> 3925 

nggagaactg gggacactct gggccggcct tctgcctgca tggacgctct gaagccaccc 
60 ; ' 

tgtctctgga ggaaccacga gcgagggaag aaggacaggg actcgtgtgg caggaagaac 
120 

tcagagccgg gaagccccca ttcactagaa gcactgagag atgcggcccc ctcgcagggt 
180 

ctgaatttcc tgctgctgtt cacaaagatg ctttttatct ttaacttttt gttttcccca 
240 

cttccgaccc cggcgttgat ctgcatcctg acatttggag ctgccatctt cttgtggctg 
300 

atcaccagac ctcaacccgt cttacctctt cttgacctga acaatcagtc tgtgggaatt 
360 

gagggaggag cacggaaggg ggtttcccag aagaacaatg acctaacaag ttgctgcttc 
420 

tcagatgcca agactatgta tgaggttttc caaagaggac tcgctgtgtc tgacaatggg 
480 

ccctgcttgg gatatagaaa accaaaccag ccctacagat ggctatctta caaacaggtg 
540 

tctgatagag cagagtacct gggttcctgt ctcttgcata aaggttataa atcatcacca 
600 

gaccagtttg tcggcatctt tgctcagaat aggccagagt ggatcatctc cgaattggct 
660 

tgttacacgt actctatggt agctgtacct ctgtatgaca ccttgggacc agaagccatc 
720 

gtacatattg tcaacaaggc tgatatcgcc atggtgatct gtgacacacc ccaaaaggca 
780 

ttggtgctga tagggaatgt agagaaaggc ttcaccccga gcctgaaggt gatcatcctt 
840 

atggacccct ttgatgatga cctgaagcaa agaggggaga agagtggaat tgagatctta 
900 
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<212> DNA 

<213> Homo sapiens 
<400> 3923 

ggtcgacccc cggccatgtt gctggaccgt aggagatact gatccacact tccttttcgc 
60 . 

cggctcacag tccgcctctc attgtcgaac atgcgctgca actgcagagc caactgtcgg 
120 

tcttcttcct cttgctgaag cttctgctcc atctctcgca ggactgggtc tgttggggcc 

180 , 

agacccacct ccccactggt ttgtcgcagt tttttaaggg agccattttg ttctaagtgc 

240 ' 
ttggtcttgc agtgtctttt ccggcctcga cgcaaagaag gaagtggctc ttcacttagg 

300 * 

ctctcaacta gaacaccatt agtcagatca aaatgattta atgtcttcaa ttgttgcttt 
360 

gttttgagga ctccacccaa aacactgttt tggggtagca ctgaattaac tgtggtgatt 
420 

ttcatggctc tgcttataca ggttttgtct aacttggcat ctggagttga ccctaacccc 
480 

tcaaactgct ccctctccaa agaagtccca ctgcctcccc ctttgagttc tgaggaacag 
540 

caggtttcca gtgggatctc agtgctactt ttattatcac tgtcctgttc tgcttttgtt 

600 ' ■ " 

tggctaacag aggggaaatg atcaagatca gcagaggtgg gtccagtata ctcagagagg 

660 

acctgcccac cagataatct tgtatttaca gccacaagtg gcttctcctt gctagaatgg 
720 ■■ - 

ataccttcag agcctagtaa ctcttccccc atttcaggag ccagagaggt aagagtggct 

780 

tttgaaaggg tctttttgat ctgccgctcc tgaaagatct 
820 

<210> 3924 
<211> 250 
<212> PRT 

<213> Homo sapiens 



<400> 3924 



Met Gly 


Glu 


Glu 


Leu 


Leu 


Gly 


Ser 


Glu 


Gly 


He 


His 


Ser 


Ser 


Lys 


Glu 


1 






5 










10 










15 




Lys Pro 


Leu 


Val 


Ala 


Val 


Asn 


Thr 


Arg 


Leu 


Ser 


Gly 


Gly 


Gin 


Val 


Leu 




20 










25 










30 






Ser Glu 


Tyr 
35 


Thr 


Gly 


Pro 


Thr 


Ser 
40 


Ala 


Asp 


Leu 


Asp 


His 
45 


Phe 


Pro 


Ser 


Val Ser 


Gin 


Thr 


Lys 


Ala 


Glu 


Gin 


Asp 


Ser 


Asp 


Asn 


Lys 


Ser 


Ser 


Thr 


50 










55 










60 










Glu He 


Pro 


Leu 


Glu 


Thr 


Cys 


Cys 


Ser 


Ser 


Glu 


Leu 


Lys 


Gly 


Gly 


Gly 


65 








70 










75 










80 


Ser Gly 


Thr 


Ser 


Leu 


Glu 


Arg 


Glu 


Gin 


Phe 


Glu Gly 


Leu 


Gly 


Ser 


Thr 








85 










90 










95 




Pro Asp 


Ala 


Lys 
100 


Leu 


Asp 


Lys 


Thr 


Cys 
105 


He 


Ser 


Arg 


Ala 


Met 
110 


Lys 


lie 


Thr Thr 


val 


Asn 


Ser 


val 


Leu 


Pro 


Gin 


Asn 


Ser 


val 


Leu 


Gly 


Gly 


Val 
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370 375 380 

His Leu Asn Arg Ala Met Trp Ser Leu Arg Glu Arg Ser Gin Val Ser 
385 390 395 * 400 

Ser Glu Ala Arg Met Lys Asp Val Glu Lys Glu Asn Lys Ala Leu His 

405 410 415 

Gin Thr Val Thr Glu Ala Asn Gly Lys Leu 
420 ' 425 

<210> 3921 

<211> 413 

<212> DNA 

<213> Homo sapiens 

<400> 3921 

tctagaaagg tcaggcaccg gacagctgaa accatggcag ccggcaacag gaagtgccct 
60 

ccctgggtgc tcaaagatcc aagacagccg ggccctgtgt ttgtaggaac aagattccag 
120 . 

atgcctctgc tgcttgccag cctcgtgacc ttcattcatg cagggccttg ttttcttgat 
180 

tcagtggggc caatcccggc ccccagggga gatggatgct gcagggatgt gcaagctgta 
240 

gagggttcca gagaatgggc ctggcgttct gcaagcctgg cacccctcct ggatgctttt 
300 

ctccagccct tggagcttag gcagtgtagt gttaggatga ttattggatt tcctccacag 
360 

ttcctggctc attcttttgt agcccttgtt acagcctttt gtgataatat tgg 
413 

<210> 3922 
<211> 126 
<212> PRT 
" <213> Homo sapiens 

<400> 3922 



Met 


Ala 


Ala 


Gly 


Asn 


Arg 


Lys 


Cys 


Pro 


Pro Trp val 


Leu 


Lys 


Asp 


Pro 


1 








5 










10 






15 . 




Arg 


Gin 


Pro 


Gly 


Pro 


Val 


Phe 


Val 


Gly 


Thr Arg Phe 


Gin 


Met 


Pro 


Leu 






20 










25 






30 






Leu 


Leu 


Ala 
35 


Ser 


Leu 


Val 


Thr 


Phe 
40 


He 


His Ala Gly 


Pro 
45 


Cys 


Phe 


Leu 


Asp 


Ser 


Val 


Gly 


Pro 


He 


Pro 


Ala. 


Pro 


Arg Gly Asp 


Gly 


Cys 


Cys 


Arg 


50 










55 






60 










Asp 


Val 


Gin 


Ala 


Val 


Glu 


Gly 


Ser Arg 


Glu Trp Ala 


Trp 


Arg 


Ser 


Ala 


65 










70 








75 








80 


Ser 


Leu 


Ala 


Pro 


Leu 
85 


Leu 


Asp 


Ala 


Phe 


Leu Gin Pro 
90 


Leu 


Glu 


Leu 
95 


Arg 


Gin 


Cys 


Ser 


Val 


Arg 


Met 


He 


He Gly 


Phe Pro Pro 


Gin 


Phe 


Leu 


Ala 






100 










105 






110 






His 


Ser 


Phe 
115 


Val 


Ala 


Leu 


Val 


Thr 
120 


Ala 


Phe Cys Asp 


Asn 
125 


He 







<210> 3923 
<211> 820 
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<210> 3920 

<211> 426 

<212> PRT 

<213> Homo sapiens 



<400> 3920 

Xaa Pro Glu Glu Leu Glu 

1 5 
Arg Arg Leu lie Asp Gin 
20 

Leu Thr Gin Glu Arg Asp 
35 

lie Lys Ser Ser Ser Ala 
50 

Ser. Ser Glu Asp Lys Gin 
65 70 
Ala Arg Leu Arg Arg Val 
85 

Leu Val Asp Thr Arg His 
100 

Lys Val Lys Gin Glu Asn 
115 

Arg Ala Tyr Arg Asp Glu 
130 

Val Glu Arg Leu Glu Leu 
145 150 
Asp Val Asp Phe Tyr Lys 
165 

lie He Leu He Glu Thr 
180 

Ala Arg Ala Arg Gly Asp 
195 . 

Gin Leu Lys Ser Lys Leu 
210 

Lys Lys Arg He Glu Glu 
225 230 
Ala Gin Lys Gin Ser Met 
245 

Glu Gin Leu Ser Lys Asn 
260 

Phe Val Phe Glu Leu Asn 
275 

Glu Lys Glu Asn Gin Ser 
290 

Ala Ser Leu Val Leu Glu 
305 . 310 
Lys Glu Asn His Gin Leu 
325 

Leu Glu Arg Glu Lys Gin 
340 

Glu Leu He Arg Glu Lys 
355 

Lys Ala Asp Lys Ala Arg 



Ala Leu Ser Arg Ser 
10 

Arg Asp Glu Cys Thr 
25 

Tyr Leu Gin Ala Gin 
40 

Asp Ser Thr Pro Ser 
55 

His Leu Ala Val Glu 
75 

Arg Gin Glu Leu Glu 
90 

Glu Val Asp Gin Leu 
105 

lie Gin Leu Ala Ala 
120 

Leu Asp Ser Leu Arg 
135 

Glu Leu Thr Arg Cys 
155 

Ala Arg Met Glu Glu 
170 

Lys Ala Met Leu Glu 
185 

Lys Val His Glu Leu 
200 

His Asp Leu Glu Leu 
215 

Leu Leu Glu Glu Asn 
235 

Asn Glu Ser Ala His 
250 

Ala Asp Leu Ser Asp 
265 

Glu Cys Ala Ser Ser 
280 

Leu Gin Ser Thr He 
295 

Glu Ser Gly Leu Lys 
315 

Ser Lys Lys lie Glu 
.330 

Ser Asn Gin Asp Leu 
345 

Glu Gin Leu Gin Ser 
360 

Gin lie Lys Asp Leu 



Met Val Leu His Leu 
15 

Qlu Leu He Val. Asp 
30 

His Pro Pro Ser Pro 
45 

Pro Thr Ser Ser Leu 
60 

Leu Ala Asp Thr Lys 
80 

Asp Lys Thr Glu Gin 
95 

Val Leu Glu Leu Gin 
110 

Asp Ala Arg Ser Ala 
125 

Glu Lys Ala Asn Arg 
140 

Lys Glu Lys Leu His 
160 

Leu Arg Glu Asp Asn 
175 

Glu Gin Leu Thr Ala 
190 

Glu Lys Glu Asn Leu 
205 

Asp Arg Asp Thr Asp 
220 

Met. Val Leu Glu He 
240 

Leu Gly Trp Glu Leu 
255 

Ala Ser Arg Lys Ser 
270 

Arg lie Leu Lys Leu 
285 

Gin Gly Leu Arg Asp 
300 

Cys Gly Glu Leu Glu 
320 

Lys Leu Gin Thr Gin 
335 

Glu Thr Leu Ser Glu 
350 

Asp Met Glu Thr Leu 
365 

Glu Gin Glu Lys Asp 
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130 . 135 . 140 

Glu Thr Trp Asn Pro Phe Lys Leu 
145 150 

<210> 3919 

<211> 1278 

<212> DNA 

<213> Homo sapiens 

<400> 3919 

nntccggagg agctggaggc cctgtcgagg agcatggtgc tccacctgcg gaggctcatc 
60 

gaccagcggg acgagtgcac cgagctgatc gtggacctca ctcaggaacg ggactacctg 
120 

caggcacagc atccacccag ccccatcaag tcctccagcg ccgactccac tcccagcccc 
180, 

accagcagcc tctctagcga agacaagcag cacctggccg tagagctggc cgacaccaag 
240 

gccaggctgc ggcgcgtcag gcaggagctg gaggataaga cagagcagct tgtggacacc 
300 

agacatgagg tggaccagct ggtgctggaa ctgcagaaag ttaagcagga gaacatccag 
360 

ctagcggcag acgcccggtc tgctcgtgcc tatcgagacg agctggattc cctgcgggag 
420 

aaggcgaacc gcgtggagag gctggagctg gagctgaccc gctgcaagga gaagctgcac 
480 

gacgtggact tctacaaggc ccgcatggag gagctgagag aagataatat cattttaatt 
540 

gaaaccaagg ccatgctgga ggaacagctg actgctgctc gggcccgggg cgataaagtc 
600 

catgagctgg aaaaggagaa cctgcagctg aaatccaagc ttcacgacct ggaattggac 
660 

cgggacacag ataagaaacg aattgaggag ctgctggaag aaaacatggt ccttgagatt 
720 

gcacagaagc agagcatgaa cgaatctgcc caccttggct gggagctgga gcagctgtcc 
780 

aagaacgcag acttgtcaga cgcctccagg aagtcgtttg tgtttgagct gaacgaatgt 
840 

gcgtccagcc gcatcctgaa gctggagaag gagaatcaga gcctccagag caccatccag 
900 

gggctgcggg acgcgtccct ggtgttggag gagagcggcc tcaagtgcgg ggagctggag 
960 

aaggagaacc accagctcag caagaagatt gaaaagttac aaacccagct ggagagagaa 
1020 

aagcagagca accaagatct ggagaccctc agtgaggagc tgatcagaga gaaggagcag 
1080 

ctgcagagtg acatggagac cctgaaggct gacaaagcca ggcagatcaa ggaccttgag 
1140 

caggaaaagg accacctcaa ccgagccatg tggtcgctgc gggagaggtc gcaggtcagc 
1200 

agtgaggccc gcatgaaaga cgtggagaag gagaacaaag ccctccacca gacggtgacg 
1260 

gaggccaatg gcaagctt 
1278 
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325 • 330 335 

Leu Ser Ala Asp Asp Val 
340 

<210> 3917 

<211> 597 

<212> DNA 

<213> Homo sapiens 

<400> 3917 

ntttgtgctc tctgcgtggc taagtttttc acctactagg acgggggtgg ggtggggaga 
60 

acaggtgtcc ttctaaaata cagcacaagc tacagcctgc gtccagccat aacccaggag 
120 

taacatcaga aacaggtgag aatgaccact ttaactcacc gggcccgtcg cactgaaata 
180 

agcaagaact ctgaaaagaa gatggaaagt gaggaagaca gtaattggga gaaaagtcca 
240 

gacaatgaag attctggaga ctctaaggat atccgcctta ctcttatgga agaagtattg 
300 

cttctgggac taaaagataa agaggggtac acatctttct ggaatgactg catatcatca 
360 

ggcctgcgag ggggcatcct gatagagctg gccatgcggg gtcgaatcta tctggaaccc 
420 

ccgaccatgc gtaagaagcg actactagac agaaaggtac tgctaaagtc agacagccca 
480 

acaggtgatg ttttactgga tgaaactctg aaacacatca aagcaactga acccacagaa 
540 

actgtccaaa catggataga gctactcact ggtgagacct ggaacccctt caaatta 
597 

<210> 3918 
<211> 152 
<212> PRT 

<213> Homo sapiens 
<400> 3918 

Met Thr Thr Leu Thr His Arg Ala Arg Arg Thr Glu lie Ser Lys Asn 

1 „ 5 10 15 

Ser Glu Lys Lys Met Glu Ser Glu Glu Asp Ser Asn Trp Glu Lys Ser 

20 25 30 

Pro Asp Asn Glu Asp Ser Gly Asp Ser Lys Asp lie Arg Leu Thr Leu 

35 40 45 

Met Glu Glu Val Leu Leu Leu Gly Leu Lys Asp Lys Glu Gly Tyr Thr 

50 55 60 

Ser Phe Trp Asn Asp Cys He Ser Ser Gly Leu Arg Gly Gly He Leu 
65 70 75 80 

lie Glu Leu Ala Met Arg Gly Arg lie Tyr Leu Glu Pro Pro Thr Met 

85 90 95 

Arg Lys Lys Arg Leu Leu Asp Arg Lys Val Leu Leu Lys Ser Asp Ser 

100 105 110 

Pro Thr Gly Asp Val Leu Leu Asp Glu Thr Leu Lys His He Lys Ala 

115 ^120 „ 125 

Thr Glu Pro Thr Glu Thr Val Gin Thr Trp He Glu Leu Leu Thr Gly 
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cccagtgaag ccactaacat gagtgagggg agggctgtgg ggaactccat tcagttttat 
1740 

ctccatcaat aaagtggcct ttcaaaaaga aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

1800 

aa 

1802 

<:210> 3916 
<211> 342 
<212> PRT 

<213> Homo sapiens 
<400> 3916 

Ser Thr Arg Trp Tyr Asn Leu Leu Ser Tyr Lys Tyr Leu Lys Lys Gin 

15 10 15 

Ser Arg Glu Leu Lys Pro Val Gly Val Met Ala Pro Ala Ser Gly Pro 

20 25 30 

Ala Ser Thr Asp Ala Val Ser Ala Leu Leu Glu Gin Thr Ala Val Glu 

35 40 45 

Leu Glu Lys Arg Gin Glu. Gly Arg Ser Ser Thr Gin Thr Leu Glu Asp 

50 55 60 

Ser Trp Arg Tyr Glu Glu Thr Ser Glu Asn Glu Ala Val Ala Glu Glu 
65 70 75 80 

Glu Glu Glu Glu Val Glu Glu Glu Gly Glu Glu Asp Val Phe Thr Glu 

85 90 95 

Lys Ala Ser Pro Asp Met Asp Gly Tyr Pro Ala Leu Lys Val Asp Lys 

100 105 110 

Glu Thr Asn Thr Glu Thr Pro Ala Pro Ser Pro Thr Val Val Arg Pro 

115 120 . 125 

Lys Asp Arg Arg Val Gly Thr Pro Ser Gin Gly Pro Phe Leu Arg Gly 

130 135 140 

Ser Thr lie lie Arg Ser Lys Thr Phe Ser Pro Gly Pro Gin Ser Gin 
145 ISO 155 160 

Tyr Val Cys Arg Leu Asn Arg Ser Asp Ser Asp Ser Ser Thr Leu Ser 

165 170 175 

Lys Lys Pro Pro Phe Val Arg Asn Ser Leu Glu Arg Arg Ser Val Arg 

180 185 190 

Met Lys Arg Pro Ser Pro Pro Pro Gin Pro Ser Ser Val Lys Ser Leu 

195 200 205 

Arg Ser Glu Arg Leu lie Arg Thr Ser Leu Asp Leu Glu Leu Asp Leu 

210 215 220 

Gin Ala Thr Arg Thr Trp His Ser Gin Leu Thr Gin Glu lie Ser Val 
225 230 235 240 

Leu Lys Glu Leu Lys Glu Gin Leu Glu Gin Ala Lys Ser His Gly Glu 

245 250 255 

Lys Glu Leu Pro Gin Trp Leu Arg Glu Asp Glu Arg Phe Arg Leu Leu 

260 265 270 

Leu Arg Met Leu Glu Lys Arg Gin Met Asp Arg Ala Glu His Lys Gly 

275 280 285 

Glu Leu Gin Thr Asp Lys Met Met Arg Ala Ala Ala Lys Asp Val His 

290 295 300 

Arg Leu Arg Gly Glh Ser Cys Lys Glu Pro Pro Glu Val Gin Ser Phe 
305 310 315 320 

Arg Glu Lys Met Ala - Phe Phe Thr Arg Pro Arg Met Asn lie Pro Ala 
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aagccagtgg gagttatggc ccctgcctca gggcctgcca gcacggacgc tgtgtctgct 
120 

ctgttggaac agacagcagt ggagctggag aagaggcagg agggcaggag cagcacacag 
180 

acactggaag acagctggag gtatgaggag accagtgaga atgaggcagt agccgaggaa 
240 

gaggaggagg. aggtggagga ggagggagaa gaggatgttt tcaccgagaa agcctcacct 
300 

gatatggatg ggtacccagc attaaaggtg gacaaagaga ccaacacgga gaccccggcc 
360 

ccatccccca cagtggtgcg acctaaggac cggagagtgg gcaccccgtc ccaggggcca 
420 

tttcttcgag ggagcaccat catccgctct aagaccttct ccccaggacc ccagagccag 
480 

tacgtgtgcc ggctgaatcg gagtgatagt gacagctcca ctctgtccaa aaagccacct 
540 

tttgttcgaa actccctgga gcgacgcagc gtccggatga agcggccgtc cccaccccca 
600 

cagccttcct cggtcaagtc gctgcgctcc gagcgtctga tccgtacctc gctggacctg 
660 

gagttagacc tgcaggcgac aagaacctgg cacagccaat tgacccagga gatctcggtg 
720 , 

ctgaaggagc tcaaggagca gctggaacaa gccaagagcc acggggagaa ggagctgcca 
780 

cagtggttgc gtgaggacga gcgtttccgc ctgctgctga ggatgctgga gaagcggcag 
840 

atggaccgag cggagcacaa gggtgagctt cagacagaca agatgatgag ggcagctgcc 
900 

aaggatgtgc acaggctccg aggccagagc tgtaaggaac ccccagaagt tcagtctttc 
960 

agggagaaga tggcattttt cacccggcct cggatgaata tcccagctct ctctgcagat 
1020 

gacgtctaat cgccagaaaa gtatttcctt tgttccactg accaggctgt gaacattgac 
1080 

tgtggctaaa gttatttatg tggtgttata tgaaggtact gagtcacaag tcctctagtg 
1140 

ctcttgttgg tttgaagatg aaccgacttt ttagtttggg tcctactgtt gttattaaaa 
1200 

acagaacaaa aacaaaacac acacacacac aaaaacagaa acaaaaaaaa ccagcattaa 
1260 

aataataaga ttgtatagtt tgtatattta ggagtgtatt tttgggaaag aaaatttaaa 
1320 

tgaactaaag cagtattgag ttgctgctct tcttaaaatc gtttagattt tttttgg-ttt 
1380 

gtacagctcc accttttaga ggtcttactg caataagaag taatgcctgg gggacggtaa 
1440 

tcctaatagg acgtcccgca cttgtcacag tacagctaat ttttcctagt taacatattt 
1500 

tgtacaatat taaaaaaatg cacagaaacc attggggggg attcagaggt gcatccacgg 
1560 

atcttcttga gctgtgacgt gtttttatgt ggctgcccaa cgtggagcgg gcagtgtgat 
1620 

aggctgggtg ggctaagcag cctagtctat gtgggtgaca ggccacgctg gtctcagatg 
1680 
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1075 1080 1085 

Asn Ser Leu Glu Asn Glu Glu Gly Arg Gly Gly Asn Met Leu Val Phe 

-1090, 1095 1100 

Val Asp Val Glu Asn Thr Asn Thr Ser Glu Ala Gly Val Lys Glu Phe 
1105 1110 1115 ~ 1120 

His lie Val Gin Val Ser Ser Ser Ser Lys His Trp Lys Leu Gin Lys 

1125 1130 1135 

Ser Val Asn Leu Ser Glu Asn Lys Asp Ala Lys Leu Ala Ser Arg Glu 

1140 1145 1150 

Lys Gly Lys Phe Cys Phe Lys Ala He Arg Cys Glu Lys Glu Glu Ala 

1155 1160 1165 

Ala Thr Gin Ser Ser Glu Lys Tyr Thr Phe Ala Asp lie He Phe Gly 

1170 1175 1180 

Asn Glu Gin He He Ser Ser Ala Ser Pro Cys Ala Asp Phe Phe Tyr 
1185 1190 1195 1200 

Arg Ser Leu Ser Ser Glu Leu Lys Lys Pro Gin Ala His Leu Pro Val 

1205 1210 1215 

His Thr Glu Lys Gin Ser Thr Glu Asp Ala Val Arg Leu lie Gin Lys 

1220 1225 1230 

Cys Ser Glu Val Asp Leu Asn He Val He Leu Trp Lys Ala Tyr Val 

1235 1240 1245 

Val Glu Asp Ser Lys Gin Leu He Leu Glu Gly Gin His His Val He 

1250 1255 1260 

Leu Arg Thr He Gly Lys Glu Ala Phe Ser Tyr Pro Gin Lys Gin Glu 
1265 1270 1275 1280 

Pro Pro Glu Met Glu Leu Leu Lys Phe Phe Arg Pro Glu Asn He Thr 

1285 1290 1295 

Val Ser Ser Arg Pro Ser Val Glu Gin Leu Ser Ser Leu He Lys Thr * 

1300 1305 1310 

Ser Leu His Tyr Pro Glu Ser Phe Asn His Pro Phe His' Gin Lys Ser 

1315 1320 1325 

Leu Cys Leu Val Pro Val Thr Leu Leu Leu Ser Asn Cys Ser Lys Ala 

1330 1335 1340 

Asp Val Asp Val He Val Asp Leu Arg His Lys Thr Thr Ser Pro Glu 
1345 1350 1355 1360 

Ala Leu Glu He .His Gly Ser Phe Thr Trp Leu Gly Gin Thr Gin Tyr 

1365 1370 1375 

Lys Leu Gin Leu Lys Ser Gin Glu He His Ser Leu Gin Leu Lys Ala 

1380 1385 1390 

Cys Phe Val His Thr Gly Val Tyr Asn Leu Gly Thr Pro Arg Val Phe 

1395 1400 1405 

Ala Lys Leu Ser Asp Gin Val Thr Val Phe Glu Thr- Ser Gin Gin Asn 

1410 1415 1420 

Ser Met Pro Ala Leu He He He Ser Asn Val 
1425 1430 1435 

<210> 3915 

<211> 1802 

<212> DNA 

<213> Homo sapiens 

<400> 3915 

tcgactcgct. ggtacaacct tctcagctac aaatacttga agaagcagag cagggagctc 
60 
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645 650 655 

Ser Pro Asp Gly Pro. Leu Pro Gin Leu Pro Leu Pro Tyr He Asn Ser 

660 665 670 

Ser Ala Thr Arg Val Phe Phe Gly His Asp Arg Arg Pro Ala Asp Gly 

675 680 685 

Glu Lys Gin Ala Ala Thr His Val Ser Leu Asp Gin Glu Tyr Asp Ser 

690 , 695 700 

Glu Ser Ser Gin Gin Trp Arg Glu Levi Glu Glu Gin Val Val Ser Val 
705 710 715 720 

Val Asn Lys Gly Val He Pro Ser Asn Phe His Pro Thr Gin Tyr Cys 

725 730 735 

Leu Asn Ser Tyr Ser Asp Asn Ser Arg Phe Pro Leu Ala Val Val Glu 

740 745 750 

Glu Pro He Thr Val Glu. Val Ala Phe Arg Asn Pro Leu Lys val Leu 

755 760 765 

Leu Leu Leu Thr Asp Leu Ser Leu Leu Trp Lys Phe His Pro Lys Asp 

770 775 780 

Phe Ser Gly Lys Asp Asn Glu Glu" Val Lys Gin Leu Val Thr Ser Glu 
785 790 795 800 

Pro Glu Met He Gly Ala Glu Val He Ser Glu Phe Leu He Asn Gly 

805 810 815 

Glu Glu Ser Lys Val Ala Arg Leu Lys Leu Phe Pro His His He Gly 

820 825 830 

Glu Leu His He Leu Gly Val Val Tyr Asn Leu Gly Thr He Gin Gly 

835 840 845 

Ser Met Thr Val , Asp Gly lie Gly Ala Leu Pro Gly Cys His Thr Gly 

850 855 . .860 

Lys Tyr Ser Leu Ser Met Ser Val Arg Gly Lys Gin Asp Leu Glu He 
865 870 875 880 

Gin Gly Pro Arg Leu Asn Asn Thr Lys Glu Glu Lys Thr Ser Val Lys 

885 890 895 

Tyr Gly Pro Asp Arg Arg Leu Asp Pro He He Thr Glu Glu Met Pro 

900 90S 910 

Leu Leu Glu Val Phe Phe He His Phe Pro Thr Gly Leu Leu Cys Gly 

915 920 925 

Glu He Arg Lys Ala Tyr Val Glu Phe Val Ash Val Ser Lys Cys Pro 

930 935 940 

Leu Thr Gly Leu Lys Val Val Ser . Lys Arg Pro Glu Phe Phe Thr Phe 
945 950 955 960 

Gly Gly Asn Thr Ala Val Leu Thr Pro Leu Ser Pro Ser Ala Ser Glu 

965 970 975 

Asn Cys Ser Ala Tyr Lys Thr Val Val Thr Asp Ala Thr Ser Val Cys 

. 980 985 990 

Thr Ala Leu He Ser Ser Ala Ser Ser Val Asp Phe Gly He Gly Thr 

995 1000 1005 

Gly Ser Gin Pro Glu Val He Pro Val Pro Leu Pro Asp Thr Val Leu 

1010 1015 1020 

Leu Pro Gly Ala Ser Val Gin Leu Pro Met Trp Leu Arg Gly Pro Asp 
1025 1030 1035 1040 

Glu Glu Gly Val His Glu He Asn Phe Leu Phe Tyr Tyr Glu Ser Val 

1045 1050 1055 

Lys Lys Gin Pro Lys He Arg His Arg He Leu Arg His Thr Ala He 

1060 1065 1070 

He Cys Thr Ser Arg Ser Leu Asn Val Arg Ala Thr Val Cys Arg Ser 
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. 210 215 220 

Leu Leu Lys lie Asn Ser Arg Thr Ser Asn Arg Ala Ser Asp Glu Gin 
225 230 235 240 

He Pro Asp Pro Trp Ser Gin Tyr Leu Gin Lys Asn Ser He Gin Asn 

245 250 255 

Gin Glu Ser Tyr Glu Asp Gly Pro Cys Thr He Thr Ser Asn Lys Asn 

260 265 270 

Ser Asp Asn Asn Leu Leu Ser Leu Asp Gly Leu Asp Asn Glu Val Lys 

275 280 285 

Asp Gly Leu Pro Asn Asn Phe Arg Ala His Pro Leu Gin Leu Glu Gin 

290 295 300 

Ser Ser Asp Pro Ser Asn Ser lie Asp Gly Pro Asp His Leu Arg Ser 
305 310 -315 320 

Ala Ser Ser Leu His Glu Thr Lys Lys Gly Asn Thr Gly He lie His 

325 330 335 

Gly Ala Cys Leu Thr Leu Thr Asp His Asp Arg He Arg Gin Phe He 

340 345 350 

Gin Lys Phe Thr Phe Arg Gly Leu Leu Pro His He Glu Lys Thr He 

355 360 365 

Arg Gin Leu Asn Asp Gin Leu He Ser Arg Lys Gly Leu Ser Arg Ser 

370 375 380 

Leu Phe Ser Ala Thr Lys Lys Trp Phe Ser Gly Ser Lys Val Pro Glu 
385 390 395 400 

Lys Ser He Asn Asp Leu Lys Asn Thr .Ser Gly Leu Leu Tyr Pro Pro 

405 410 415 

Glu Ala Pro Glu Leu Gin He Arg Lys Met Ala Asp Leu Cys Phe Leu 

420 425 430 

Val Gin His Tyr Asp Leu Ala Tyr Ser Cys tyr His Thr Ala Lys Lys 

435 440 445 

Asp Phe Leu Asn Asp Gin Ala Met Leu Tyr Ala Ala Gly Ala Leu Glu 

450 455 460 

Met Ala Ala Val Ser Ala Phe Leu Gin Pro Gly Ala Pro Arg Pro Tyr 
465 470 475 480 

Pro Ala His Tyr Met Asp Thr Ala He Gin Thr Tyr Arg Asp lie Cys 

485 490 495 

Lys Asn Met Val Leu Ala Glu Arg Cys Val Leu Leu Ser Ala Glu Leu 

500 505 510 

Leu Lys Ser Gin Ser Lys Tyr Ser Glu Ala Ala Ala Leu Leu He Arg 

515 520 525 

Leu Thr Ser Glu Asp Ser Asp Leu Arg Ser Ala Leu Leu Leu Glu Gin 

530 535 540 

Ala Ala His Cys Phe He Asn Met Lys Ser Pro Met Val Arg Lys Tyr 
545 550 555 560 

Ala Phe His Met He Leu Ala Gly His Arg Phe Ser Lys Ala Gly Gin 

565 570 575 

Lys Lys His Ala Leu Arg Cys Tyr Cys Gin Ala Met Gin Val Tyr Lys 

580 585 590 

Gly Lys Gly Trp Ser Leu Ala Glu Asp His He Asn Phe Thr He Gly 

595 600 605 

Arg Gin Ser Tyr Thr Leu Arg Gin Leu Asp Asn Ala Val Ser Ala Phe 

610 615 620 

Arg His He Leu He Asn Glu Ser Lys Gin Ser Ala Ala Gin Gin Gly 
625 630 635 640 

Ala Phe Leu Arg Glu Tyr Leu Tyr Val Tyr Lys Asn Val Ser Gin Leu 
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acaaagtcta agtctgctgt tacaacttgt caatggtata cgaatattag gagatgattc 
4740 

tgagaaagga aaggccttgt tggcagtact cctgttaagc cattagtctc taaattccag 
.4800 

ctttactgtg aagttctata gagtgttaaa tacaaatttt cctgtcttgc ttcacacagt 
4860 

tccttaaaat cagttttgaa ctttggtcat agagtcttca tatttcagta tttggtggtc 
4920 

cctatgactt atacataact ttgtaaaaag aaaaaaaaat tttttctgat gctttgaata 
4980 

tagttttgaa aggagttttg acttttttcc cctcattcat ctcagtatag agtgcgctat 
5040 

ttcacaatac gatttttgtc attaaaatta ccatattctt tattatataa cgttaactat 
5100 

tgagttgatc tgtttaaaat ataaatctca agttaattaa aaataagctt ttcaaaaatg 
5160 

tattatattt ataacaaata tactgtaaat agaataaaga catgctattc actgtaaaaa 
5220 

aaaaaaaaaa aaaaaaa 
5237 

<210> 3914 
<211> 1435 
<212> PRT 

<213> Homo sapiens 

<400> 3914 
Met Ala Gin Cys Val 

1 ' 5 

Val Pro Cys Val Ala 
20 

Arg Leu Asn His Leu 
35 

Leu Thr Ser Glu Val 
50 

lie Lys Asn Leu Lys 
65 

Gin Pro Gly Ala lie 
85 

Gin Pro Ala Glu Gly 
100 

Asp Leu Asn He Ser 
115 

Thr Phe Leu Gin Ser 
130 

Tyr Leu Ala Cys Met 
145 

Glu Gin Phe Ser Lys 
165 

Ser Asp Tyr Ser Tyr 
180 

Tyr Val Leu Leu His 
195 

Ser He Tyr Glu Glu 



Gin Thr Val Gin Glu Leu lie Pro Asp Ser Phe 

10 15 
Ala Leu Cys Ser Asp Glu Ala Glu Arg Leu Thr 

25 30 
Ser Phe Ala Glu Leu Leu Lys Pro Phe Ser Arg 

40 . 45 

His Met Arg Asp Pro Asn Asn Gin Leu His Val 

55 60 
He Ala Val Ser Asn lie Val Thr Gin Pro Pro 
70 75 80 

Arg Lys Leu Leu Asn Asp Val Val Ser Gly Ser 

90 95 
Leu Val Ala Asn Val He Thr Ala Gly Asp Tyr 

105 110 
Ala Thr Thr Pro Trp Phe Glu Ser Tyr Arg Glu 

. 120 125 
Met Pro Ala Ser Asp His Glu Phe Leu Asn His 

135 140 
Leu Val Ala Ser Ser Ser Glu Ala Glu Pro Val 
150 155 160 

Leu Ser Gin Glu Gin His Arg He Gin His Asn 

170 175 
Pro Lys Trp Phe He Pro Ash Thr Leu Lys Tyr 

185 190 
Asp Val Ser Ala Gly Asp Glu Gin Arg Ala Glu 

200 205 
Met Lys Gin Lys Tyr Gly Thr Gin Gly Cys Tyr 
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tctgtgtgta cagcactcat atcatcagct tcttctgtag actttggcat tggcacagga 
3120 

agtcaaccag aggtgattcc tgttcccctt cctgacactg ttcttctacc cggagcctca 
3180. 

gtgcagctgc caatgtggtt acgtgggcct gatgaagaag gtgtccatga aattaacttt 
3240 

ttgttttact atgaaagtgt caaaaagcag ccaaaaatac ggcacagaat attaagacac 
3300 

actgcaatta tttgtaccag tcggtcttta aatgtacggg ccactgtctg cagaagtaat 
3360 

tctcttgaaa atgaagaagg cagaggaggc aatatgctag tctttgtgga tgtggaaaat 
3420 

accaatacta gtgaagcagg cgttaaggaa ttccacatag tgcaagtatc aagtagtagc 
3480 

aaacactgga agttacagaa atctgtaaat ctttctgaaa acaaagatgc caaacttgcc 
3540 

agtagggaga agggaaagtt ttgctttaag "gcaataagat gtgagaaaga agaagcggcc 
3600 

acacagtcct ctgaaaaata tacctttgca gatatcatct ttggaaatga acagataata 
3660 

agttcagcaa gcccatgtgc agacttcttt tatcgaagtt tatcttctga attgaaaaaa 
3720 

ccacaagctc acttgcctgt gcatacagaa aaacagtcaa cagaggatgc tgtgagattg 
3780 

attcaaaaat gcagtgaggt agatttgaat attgtcatat tatggaaggc atacgttgtg 
3840 

gaagacagta aacagcttat tttggaaggt caacatcatg ttattcttcg cactatagga 
3900 

aaagaagcct tttcatatcc tcagaaacag gagccaccag aaatggaact attgaaattt 
3960 

ttcaggccag aaaacattac agtttcctca aggccatcag tagagcagct ttctagtctc 
4020 

attaaaacga gtcttcacta cccagaatca tttaatcatc catttcatca aaaaagcctt 
4080 

tgtttagtac cagtcactct tttactttcc aattgttcta aggctgatgt agatgtcata 
4140 

gttgatcttc ggcataaaac aacaagtcca gaagcactgg aaatccatgg atcattcaca 
4200 

tggcttggac aaacacagta taaacttcaa cttaaaagcc aggagattca cagtctgcag 
4260 

ctgaaagcat gctttgttca tacaggtgtt tataaccttg gaactcctag ggtatttgcc 
4320. 

aagttatcgg accaagttac agtgtttgaa acaagtcagc agaattccat gcctgccctg 
4380 

atcatcatca gtaatgtgtg acaacttgga aatttgtact gaaatccaca ataatcagtt 
4440 

tttgctggat gggttttaca gcagtatttg atatacctaa cttgttatgg aggttgattg 
4500 

atatctgatc cctgcaaaat actttgactt gtcattttgt tgatgatgca aagcacgttg 
4560 

gactgagaat acttaacatt ctttttctgt atttctttaa accctgagaa taatttacat 
462.0 

gctcataata caggatatca gcatatttgt gcaccttatt aagccccatc ttaagaaaac 
4680 



3073 



WG 00/58473 



PCT/US00/08621 



tttcttaatg atcaagcaat gctttatgca gctggtgcct tggaaatggc agcagtgtct 
1500 

gcttttcttc aaccaggagc acctaggcca tatcctgctc attacatgga tacagcaatt 
1560 

cagacataca gagatatctg . caagaatatg gtgttggctg aaagatgtgt gttgcttagt 
1620 

gctgaacttt taaaaagcca aagcaaatat tcagaggctg cagctctcct aatacggttg 
1680 

.accagtgagg attctgatct tcgaagtgca cttcttttgg aacaggcagc acattgcttt 

1740 

ataaacatga aaagtcccat ggttagaaaa tatgcatttc atatgatatt ggcaggccat 
1800 

cgatttagta aagcagggca gaaaaagcat gctttacgct gttattgtca agccatgcaa 
1860 

gtttacaaag gaaaaggctg gtctcttgca gaggatcaca ttaatttcac tattgggcgc 
1920 - 

cagtcctata ctcttagaca gctggataat gctgtgtctg cttttaggca tattctaatt 
1980 

aatgaaagta aacaatctgc tgctcaacag ggggctttcc tcagagaata tctttatgtt 
2040 

tacaagaatg taagtcagct gtcaccagat ggtcctttgc cacagcttcc tttaccgtat 
2100 

attaacagtt cagcaacacg ggtttttttt ggccatgaca gacgaccagc ggatggtgaa 
2160 

aaacaagcag ctactcatgt aagtcttgat caagaatatg attctgaatc ctctcagcag 
2220 

tggcgagaac ttgaggaaca agttgtttct gtggttaaca aaggagtaat tccatccaat 
2280 

tttcatccca cacaatactg tttgaacagt tactcagata attcaagatt tccacttgca 
2340 ^ 

gttgtagaag aaccaattac agtggaagtg gcttttagaa accctttgaa agttctactt 
2400 

ttgttgactg atttgtcatt gctttggaag tttcatccta aagatttcag tggaaaggat 
2460 s 
aatgaagaag ttaaacaact agttacaagt gaacctgaaa tgattggagc tgaagttatt 
2520 

tcagagttct taattaatgg cgaagaatca aaagtggcaa gactaaagct ctttccccat 
2580 

cacatagggg ; agctgcatat tctgggagtt gtttataatc ttggcactat tcagggctct 
2640 

atgacagtag atggcattgg tgctcttccc ggatgtcaca caggaaaata ttccttgagt 
2700 

atgtcagtcc gagggaagca ggatttagaa attcaaggtc ctcgacttaa caacacaaaa 
2760 

gaagagaaaa catctgttaa atatggccct gatcgacgtt tagatcccat aatcacagaa 
2820 

gaaatgccac tgttggaggt gttctttata cattttccta cagggcttct ctgtggagaa 
2880 

atccgaaaag catatgtaga atttgtcaat gtcagcaaat gtccacttac tggattgaag 
2940 

gttgtttcta aacgtccaga gttctttact ttcggtggta atactgctgt tctaacacca 
3000 

ctaagtccct cagcttctga gaattgtagt gcttacaaga ctgttgtgac agatgctacc 
3060 
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<210> 3913 

<211> 5237 . 

<212> DNA 

<213> Homo sapiens 

<400> 3913 

ncccgggggg ggggggttat aactgctgca gccgcaggat aacctcgcag ggtgggccgg 
60 

agggcgggcg ccgccgctgc ctgtgctgcg gcgatggccc agtgtgtaca aacagtgcag 
120 

gagctaatcc cggactcctt cgtcccctgt gtcgctgcgc tgtgcagcga cgaagccgag 
180 

cggctcactc gtctcaatca cctcagcttc gcggagctgc ttaagccctt ctcccgcctc 
240 

acttccgagg ttcacatgag agatcctaat aatcaacttc acgtaattaa aaatttgaag 
300 

atagcagtaa gcaacattgt cacccagcca cctcagcctg gagccatccg gaagcttttg 
360 

aatgatgttg tttctggcag tcagcctgca gaaggattag tagctaatgt gattacagca 
• 420 

. ggagattatg accttaacat cagtgccact actccatggt ttgagtctta cagagaaacc 
480 

tttcttcagt cgatgccagc atcggatcat gaatttctga accactattt agcatgtatg 
540 

ttggtagcgt catctagtga agctgaacct gtggaacagt tttcaaagtt gtcacaagaa 

600 ■ ' 

cagcatcgaa ttcagcacaa cagtgattat tcctacccca agtggtttat accaaataca 
660 

cttaaatact atgtactttt acatgatgta agtgcaggag atgaacagag agctgaatca 
720 ' 

atttatgaag aaatgaaaca gaaatatgga actcagggtt gctatttact taaaattaat 
780 

tctcgaacat ctaatcgagc atcagatgaa cagataccag atccttggag tcagtatctc 
840 

cagaaaaata gtattcaaaa ccaggaatca tatgaagatg gcccttgtac tataacttca 
900 

aataagaatt ctgataataa cttgctttca ttggatggat tagataacga agtcaaagat 
960 

ggcttaccaa ataactttag agctcaccca cttcagttgg agcaatccag tgacccttct 
1020 

aacagtattg atggcccaga tcatctaaga tctgcttcat cgttacatga aacaaagaaa 
1080 

ggaaatactg gaataattca tggtgcatgt ttaacactta ctgatcatga tagaattcga 
1140 " . 

cagtttatac aaaagttcac atttcggggc cttttgccac atatagagaa aacaattagg 
1200 

caattaaacg atcagctaat atcaagaaaa ggtttgagtc gatctctatt ttctgcaact 
1260 

aaaaaatggt ttagtggcag taaagttcca gaaaagagca ttaatgacct gaaaaataca 
1320 

tctggcttgc tgtatcctcc ggaagcacca gaacttcaaa tcaggaaaat ggctgactta 
1380 

tgttttttgg tgcagcatta tgatttggct tacagttgct atcatactgc aaagaaagat 
1440 
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1985 1990 1995 2000 

Leu lie Trp Ser Phe Ala Gly Pro Val Ala Phe Ala Val Ser Met Ser 

2005 . 2010 2015 

Val Phe Leu Tyr lie Leu Ala Ala Arg Ala Ser Cys Ala Ala Gin Arg 

2020 2025 2030 

Gin Gly Phe Glu Lys Lys Gly Pro Val Ser Gly Leu Gin Pro Ser Phe 

2035 2040 2045 

Ala Val Leu Leu Leu Leu Ser Ala Thr Trp Leu Leu Ala Leu Leu Ser 

2050 2055 2060 

Val Asn Ser Asp Thr Leu Leu Phe His Tyr Leu Phe Ala Thr Cys Asn 
2065 2070 2075 2080 

Cys lie Gin Gly Pro Phe lie Phe Leu, Ser Tyr Val Val Leu Ser Lys 

2085 2090 2095 

Glu Val Arg Lys Ala Leu Lys Leu Ala Cys Ser Arg Lys Pro Ser Pro 

2100 , 2105 2110 

Asp Pro Ala Leu Thr Thr Lys Ser Thr Leu Thr Ser Ser Tyr Asn Cys 

2115 2120 2125 

Pro Ser Pro Tyr Ala Asp Gly Arg Leu Tyr Gin Pro Tyr Gly Asp Ser 

- 2130 2135 2140 

Ala Gly Ser Leu His Ser Thr Ser Arg Ser Gly Lys Ser Gin Pro Ser 
2145 2150 2155 2160 

Tyr lie Pro Phe Leu Leu Arg Glu Glu Ser Ala Leu Asn Pro Gly Gin 

2165 2170 2175 

Gly Pro Pro Gly Leu Gly Asp Pro Gly Ser Leu Phe Leu Glu Gly Gin 

2180 2185 2190 

Asp Gin Gin His Asp Pro Asp Thr Asp Ser Asp Ser Asp Leu Ser Leu 

2195 2200 2205 

Glu Asp Asp Gin Ser Gly Ser Tyr Ala Ser Thr His Ser Ser Asp Ser 

2210 2215 2220 

Glu Glu Glu Glu Glu Glu Glu Glu Glu Glu Ala Ala Phe Pro Gly Glu . 
2225 2230 2235 2240 

Gin Gly Trp Asp Ser Leu Leu Gly Pro Gly Ala Glu Arg Leu Pro Leu 

2245 * 2250 2255 

His Ser Thr Pro Lys Asp Gly Gly Pro Gly Pro Gly Lys Ala Pro Trp 

2260 2265 2270 

Pro Gly Asp Phe Gly Thr Thr Ala Lys Glu Ser Ser Gly Asn Gly Ala 

2275 2280 2285 

Pro Glu Glu Arg Leu Arg Glu Asn Gly Asp Ala Leu Ser Arg Glu Gly 

2290 2295 2300 

Ser Leu Gly Pro Leu Pro Gly Ser Ser Ala Gin Pro His Lys Gly lie 
2305 2310 2315 2320 

Leu Lys Lys Lys Cys Leu Pro Thr lie Ser Glu Lys Ser Ser Leu Leu 

2325 2330 2335 

Arg Leu Pro Leu Glu Gin Cys Thr Gly Ser Ser Arg Gly Ser Ser Ala 

2340 2345 2350 

Ser Glu Gly Ser Arg Gly Gly Pro Pro Pro Arg Pro Pro Pro Arg Gin 

2355 " 2360 2365 

Ser Leu Gin Glu Gin Leu Asn Gly Val Met Pro lie Ala Met Ser He 

2370 2375 2380 

Lys Ala Gly Thr Val Asp Glu Asp Ser Ser Gly Ser Glu Phe Leu Phe 
2385 2390" 2395 2400 

Phe Asn Phe Leu His 
2405 
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1555 1560 1565 

His Glu Ser Thr Gin Arg Gly Phe Gly Leu Ser Ala Thr Gin Asp Val 

1570 1575 1580 

His Phe Thr Glu Asn Leu Leu Arg Val Gly Ser Ala Leu Leu Asp Thr 
1585 1590 1595 1600 

Ala Asn Lys Arg His Trp Glu Leu lie Gin Gin Thr Glu Gly Gly Thr 

1605 1610 1615 

Ala Trp Leu Leu Gin His Tyr Glu Ala Tyr Ala Ser Ala Leu Ala Gin 

1620 1625 1630 

Asn Met Arg His Thr Tyr Leu Ser Pro Phe Thr lie Val Thr Pro Asn 

1635 1640 1645 

lie Val He Ser Val Val Arg Leu Asp Lys Gly Asn Phe Ala Gly Ala 

1650 1655 1660 

Lys Leu Pro Arg Tyr Glu Ala Leu Arg Gly Glu Gin Pro Pro Asp Leu 
1665 1670 1675 . 1680 

Glu Thr Thr Val He Leu Pro Glu Ser Val Phe Arg Glu Thr Pro Pro 

1685 1690 1695 

Val Val Arg Pro Ala Gly Pro Gly Glu Ala Gin Glu Pro Glu Glu Leu 

1700 1705 1710 

Ala Arg Arg Gin Arg Arg His Pro Glu Leu Ser Gin Gly Glu Ala Val 

1715 1720 1725 

Ala Ser Val He He Tyr Arg Thr Leu Ala Gly Leu Leu Pro His Asn 

1730 1735 1740 

Tyr Asp Pro Asp Lys Arg Ser Leu Arg Val Pro Lys Arg Pro He He 
1745 ■ 1750 1755 1760 

Asn Thr Pro Val Val Ser lie Ser Val His Asp Asp Glu Glu Leu Leu 

1765 - 1770 1775 

Pro Arg. Ala Leu Asp Lys Pro Val Thr Val Gin Phe Arg Leu Leu Glu 

1780' 1785 1790 

Thr Glu Glu Arg Thr Lys Pro He Cys Val Phe Trp Asn His Ser lie 

1795 1800 1805 

Leu Val Ser Gly Thr Gly Gly Trp Ser Ala Arg Gly Cys Glu Val Val 

1810 1815 1820 

Phe Arg Asn Glu Ser His Val Ser Cys Gin Cys Asn His Met Thr Ser 
1825 1830 1835 1840 

Phe Ala Val Leu Met Asp Val Ser Arg Arg Glu Asn Gly Glu He Leu 

1845 1850 1855 

Pro Leu Lys Thr Leu Thr Tyr Val Ala Leu Gly Val Thr Leu Ala Ala ' 

1860 1865 1870 

Leu Leu Leu Thr Phe Phe Phe Leu Thr Leu Leu Arg lie Leu Arg Ser 

1875 1880 1885 

Asn Gin His Gly lie Arg Arg Asn Leu Thr Ala Ala Leu Gly Leu Ala 

1890 1895 1900 

Gin Leu Val Phe Leu Leu Gly He Asn Gin Ala Asp Leu Pro Phe Ala 
1905 1910 1915 1920 

Cys Thr Val He Ala He Leu Leu His Phe Leu Tyr Leu Cys Thr Phe 

1925 1930 1935 

Ser Trp Ala Leu Leu Glu Ala Leu His Leu Tyr Arg Ala Leu Thr Glu 

1940 1945 1950 

Val Arg Asp Val Asn Thr Gly Pro Met Arg Phe Tyr Tyr Met Leu Gly 

1955 1960 1965 

Trp Gly Val Pro Ala Phe lie Thr Gly Leu Ala Val Gly Leu Asp Pro 

1970 1975 1980 

Glu Gly Tyr Gly Asn Pro Asp Phe Cys Trp Leu Ser lie Tyr Asp Thr 
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1125 1130 1135 

Gin Ala lie 'Thr Arg Gly Arg Ser Thr lie Thr Leu Gin Leu Arg Glu 

1140 1145 1150 

Gly His Val Met Leu Ser Val Glu Gly Thr Gly Leu Gin Ala Ser Ser 

1155 1160 1165 

Leu Arg' Leu Glu Pro Gly Arg Ala Asn Asp Gly Asp Trp His His Ala 

1170 1175 1180 

Gin Leu Ala Leu Gly Ala Ser Gly Gly Pro Gly His Ala lie Leu Ser 
1185 , 1190 1195 1200 

Phe Asp Tyr Gly Gin Gin Arg Ala Glu Gly Asn Leu Gly Pro Arg Leu 

1205 1210 1215 

His Gly Leu His Leu Ser Asn lie Thr Val Gly Gly lie Pro Gly Pro 

1220 1225 1230 

Ala Gly Gly Val Ala Arg Gly Phe Arg Gly Cys Leu Gin Gly Val Arg 

1235 w 1240 1245 

Val Ser Asp Thr Pro Glu Gly Val Asn Ser Leu Asp Pro Ser His Gly 

1250 1255 1260 

Glu Ser lie Asn Val Glu Gin Gly Cys Ser Leu Pro Asp Pro Cys Asp 
1265 1270 1275 1280 

Ser Asn Pro Cys Pro Ala Asn Ser Tyr Cys Ser Asn Asp Trp Asp Ser 

1285 1290 1295 

Tyr Ser Cys Ser Cys Asp Pro Gly Tyr Tyr Gly Asp Asn Cys Thr Asn 

1300 1305 .1310 

Val Cys Asp Leu Asn Pro Cys Glu His Gin Ser Val Cys Thr Arg Lys 

: 1315 1320 1325 

Pro Ser Ala Pro His Gly Tyr Thr Cys Glu Cys Pro Pro Asn Tyr Leu 

1330 1335 1340 

Gly Pro Tyr Cys Glu Thr Arg lie Asp Gin Pro Cys Pro Arg Gly Trp 
1345 " 1350 ' 1355 1360 

.Trp Gly His Pro Thr Cys Gly Pro Cys Asn Cys Asp Val Ser Lys Gly 

1365 1370 1375 

Phe Asp Pro Asp Cys Asn Lys Thr Ser Gly Glu Cys His Cys Lys Glu 

1380 1385 1390 

Asn His Tyr Arg Pro Pro Gly Ser Pro Thr Cys Leu Leu Cys Asp. Cys 

1395 1400 1405 

Tyr Pro Thr Gly Ser Leu Ser Arg Val Cys Asp Pro Glu Asp Gly Gin 

1410 1415 1420 

Cys Pro Cys Lys Pro Gly Val lie Gly Arg Gin Cys Asp Arg Cys^Asp 
1425 1430 1435 1440 

Asn Pro Phe Ala Glu Val Thr Thr Asn Gly Cys Glu Val Asn Tyr Asp 

1445 1450 1455 

Ser Cys Pro Arg Ala He Glu Ala Gly lie Trp Trp Pro Arg Thr Arg 

1460 1465 1470 

Phe Gly Leu Pro Ala Ala Ala Pro Cys Pro Lys Gly Ser Phe Gly Thr 

1475 1480 1485 

Ala Val Arg His Cys Asp Glu His Arg Gly Trp Leu Pro Pro Asn Leu 

1490 1495 1500 

Phe Asn Cys Thr Ser He Thr Phe Ser Glu Leu Lys Gly Phe Ala Glu 
1505 1510 1515 1520 

Arg Leu Gin Arg Asn Glu Ser Gly Leu Asp Ser Gly Arg Ser Gin Gin 

1525 1530 1535 

Leu Ala Leu Leu Leu Arg Asn Ala Thr Gin His Thr Ala Gly Tyr Phe 

1540 1545 1550 

Gly Ser Asp Val Lys Val Ala Tyr Gin Leu Ala Thr Arg Leu Leu Ala 
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690 695 700 

Arg Val Leu Pro Phe Asp Asp Asn lie Cys Leu Arg Glu - Pro Cys Glu 
705 710 715 720 

Asn Tyr Met Lys Cys Val Ser Val Leu Arg Phe Asp Ser Ser Ala Pro 

725 730 735 

Phe Leu Ser Ser Thr Thr Val Leu Phe Arg Pro lie His Pro lie* Asn 

740 745 750 

Gly Leu Arg Cys Arg Cys Pro Pro Gly Phe Thr Gly Asp Tyr Cys Glu 

755 760 765 

Thr Glu lie Asp Leu Cys Tyr Ser Arg Pro Cys Gly Ala Asn Gly Arg 

770 775 780 

Cys Arg Ser Arg Glu Gly Gly Tyr Thr Cys Leu Cys Arg Asp Gly Tyr 
785 790 795 800 

Thr Gly Glu His Cys Glu Val Ser Ala Arg Ser Gly Arg Cys Thr Pro 

805 810 815 

Gly Val Cys Lys Asn Gly Gly Thr Cys Val Asn Leu Leu Val Gly Gly 

820 825 1 830 

Phe Lys Cys Asp Cys Pro Ser Gly Asp Phe Glu Lys Pro Tyr Cys Gin 

835 840 84S 

Val Thr Thr Arg Ser Phe Pro Ala His Ser Phe lie Thr Phe Arg Gly 

850 . 855 860 

Leu Arg Gin Arg Phe His Phe Thr Leu Ala Leu Ser Phe Ala Thr Lys 
865 870 875 880 

Glu Arg Asp Gly Leu Leu Leu Tyr Asn Gly Arg Phe Asn Glu Lys His 

885 890 895 

Asp Phe val Ala Leu Glu Val lie Gin Glu Gin Val Gin Leu Thr Phe 

900 905 910 

Ser Ala Gly Glu Ser Thr Thr Thr Val Ser Pro Phe Val Pro Gly Gly 

915 920 925 

Val Ser Asp Gly Gin Trp His Thr Val Gin Leu Lys Tyr Tyr Asn Lys 

930 935 940 

Pro Leu Leu Gly Gin Thr Gly Leu Pro Gin Gly Pro Ser Glu Gin Lys 
945 950 955 960 

Val Ala Val Val Thr Val Asp Gly Cys Asp Thr Gly Val Ala Leu Arg 

965 970 975 

Phe Gly Ser Val Leu Gly Asn Tyr Ser Cys Ala Ala Gin Gly Thr Gin 

980 985 990 

Gly Gly Ser Lys Lys Ser Leu Asp Leu Thr Gly Pro Leu Leu Leu Gly 

995 1000 1005 

Gly Val Pro Asp Leu Pro Glu Ser Phe Pro Val Arg Met Arg Gin Phe 

1010 1015 . 1020 

Val Gly Cys Met Arg Asn Leu Gin Val Asp Ser Arg His lie Asp Met 
1025 1030 1035 1040 

Ala Asp Phe lie Ala Asn Asn Gly Thr Val Pro Gly Cys Pro Ala Lys 

1045 1050 1055 

Lys Asn Val Cys Asp Ser Asn Thr Cys His Asn Gly Gly Thr Cys Val 

1060 1065 1070 

Asn Gin Trp Asp Ala Phe Ser Cys Glu Cys Pro Leu Gly Phe Gly Gly 

1075 1080 1085 

Lys Ser Cys Ala Gin Glu Met Ala Asn Pro Gin His Phe Leu Gly Ser 

1090 1095 1100 

Ser Leu Val Ala Trp His Gly Leu Ser Leu Pro lie Ser Gin Pro Trp 
1105 1110 1115 1120 

Tyr Leu Ser Leu Met Phe Arg Thr Arg Gin Ala Asp Gly Val Leu Leu 
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260 265 270 

Arg Asp Asn Gly lie Pro Gin Lys Ser Asp Thr Thr Tyr Leu Glu lie 

275 280 285 

Leu Val Asn Asp Val Asn Asp Asn Ala Pro Gin Phe Leu Arg Asp Ser 

290 295 300 

Tyr Gin Gly Ser Val Tyr Glu Asp Val Pro Pro Phe Thr Ser Val Leu 
305 310 315 320 

Gin lie Ser Ala Thr Asp Arg Asp Ser Gly Leu Asn Gly Arg Val Phe 

325' 330 335 

Tyr Thr Phe Gin Gly Gly Asp Asp Gly Asp Gly Asp Phe lie Val Glu 

340 345 350 

Ser Thr Ser Gly lie Val Arg Thr Leu Arg Arg Leu Asp Arg Glu Asn 

355 360 365 

Val Ala Gin Tyr Val Leu Arg Ala Tyr Ala Val Asp Lys Gly Met Pro 

370 375 380 

Pro Ala Arg Thr Pro Met Glu Val Thr Val Thr Val Leu Asp Val Asn 
385 390 395 400 

Asp Asn Pro Pro Val Phe Glu Gin Asp Glu Phe Asp Val Phe Val Glu 

405 410 415 

Glu Asn Ser Pro lie Gly Leu Ala Val Ala Arg Val Thr Ala Thr Asp 

420 . t 425 430 

Pro Asp Glu Gly Thr Asn Ala Gin lie Met Tyr Gin lie Val Glu Gly 

435 440 445 

Asn lie Pro Glu Val Phe Gin Leu Asp lie Phe Ser Gly Glu Leu Thr 

450 455 460 

Ala Leu Val Asp. Leu Asp Tyr Glu Asp Arg Pro Glu Tyr Val Leu Val 
465 , 470 475 480 

He Gin Ala Thr Ser Ala Pro Leu Val Ser Arg Ala Thr Val His Val 

485 .490 495 

Arg Leii Leu Asp Arg Asn Asp Asn Pro Pro Val Leu Gly Asn Phe Glu 

500 505 510 

He Leu Phe Asn Asn Tyr Val Thr Asn Arg Ser Ser Ser Phe Pro Gly 

515 / 520 525 

Gly Ala He Gly Arg Val Pro Ala His Asp Pro Asp lie Ser Asp Ser 

530 535 540 

Leu Thr Tyr Ser Phe Glu Arg Gly Asn Glu Leu Ser Leu Val Leu Leu 
545 550 555 560 

Asn Ala Ser Thr Gly Glu Leu Lys Leu Ser Arg Ala Leu Asp Asn Asn 

565 570 575 

Arg Pro Leu Glu Ala Leu Met Ser Val Ser Val Ser Asp Gly He His 

580 585 590 

Ser Val . Thr Ala Phe Cys Thr Leu Arg Val Thr He He Thr Asp Asp 

595 600 605 

Met Leu Thr Asn Ser He Thr Val Arg Leu Glu Asn Met Ser Gin Glu 

610 615 620 

Lys Phe Leu Ser Pro Leu Leu Ala Leu Phe Val Glu Gly Val Ala Ala 
625 630 635 640 

Val Leu Ser Thr Thr Lys Asp Asp Val Phe Val Phe Asn Val Gin Asn 

645 650 f 655 

Asp Thr Asp Val Ser Ser Asn He Leu Asn Val Thr Phe Ser Ala Leu 

660 665 670 

Leu Pro Gly Gly Val Arg Gly Gin Phe Phe Pro Ser Glu Asp Leu Gin 

675 680 685 

Glu Gin He Tyr Leu Asn Arg Thr Leu Leu Thr Thr He Ser Thr Gin 
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agacttgtca ctgactttcc ttctggagca ggtggctaga aaaagaggct gtgggcagga 
8820 

aagaaaggct cctgtttctc atttgtgagg ccagcctctg gcttttctgc cgtggattct 
8880 

ccccctgtct tctcccctca gcaattcctg caaagggtta aaaatttaac tggtttttac 
8940 

tactgatgac ttgatttaaa aaaaatacaa agatgctgga tgctaacttg atactaacca 
9000 

tcagattgta cagtttggtt gttgctgtaa atatggtagc gttttgttgt tgttgttttt 
9060 

tcatgcccca tactactgaa taaactagtt ctgtgcgggt acaaaaaaaa aaaaaaaaaa 

9120 

a 

9121 

<210> 3912 

<211> 2405 

<212> PRT 

<213> Homo sapiens 

<400> 3912 

Glu Ser Val Pro Leu Gly Tyr Leu Val Leu His Val Gin Ala lie Asp 

1 5 10 15 

Ala Asp Ala Gly Asp Asn Ala Arg Leu Glu Tyr Arg Leu Ala Gly Val 

20 .25 30 

Gly His Asp Phe Pro Phe Thr lie Asn Asn Gly Thr Gly Trp lie Ser 

35 40 45 

Val Ala Ala Glu Leu Asp Arg Glu Glu Val Asp Phe Tyr Ser Phe Gly 

50 55 ' 60 

Val Glu Ala Arg Asp His Gly Thr Pro Ala Leu Thr Ala Ser Ala Ser 
65 .70 75 80 

Val Ser Val Thr Val Leu Asp Val Asn Asp Asn Asn Pro Thr Phe Thr 

85 90 95 

Gin Pro Glu Tyr Thr Val Arg Leu Asn Glu Asp Ala Ala Val Gly Thr 

100 105 110 . 

Ser Val Val Thr Val Ser Ala Val Asp Arg Asp Ala His Ser Val lie 

115 , 120 125 

Thr Tyr Gin lie Thr Ser Gly Asn Thr Arg Asn Arg Phe Ser He Thr 

130 135 140 

Ser Gin Ser Gly Gly Gly Leu Val Ser Leu Ala Leu Pro Leu Asp Tyr 
145 150 155 160 

Lys Leu Glu Arg Gin Tyr Val Leu Ala Val Thr Ala Ser Asp Gly Thr 

165 170 175 

Arg Gin Asp Thr Ala Gin He Val Val Asn Val Thr Asp Ala Asn Thr 

180 185 190 

His Arg Pro Val Phe Gin Ser Ser His Tyr Thr Val Asn Val Asn Glu 

195 200 205 

Asp Arg Pro Ala Gly Thr Thr Val Val Leu He Ser Ala Thr Asp Glu 

210 215 220 

Asp Thr Gly Glu Asn Ala Arg He Thr Tyr Phe Met Glu Asp Ser He 
225 230 235 240 

Pro Gin Phe Arg He Asp Ala Asp Thr Gly Ala Val Thr Thr Gin Ala 

245 250 255 

Glu Leu Asp Tyr Glu Asp Gin Val Ser Tyr Thr Leu Ala He Thr Ala 
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cttaagaaga agtgtctgcc caccatcagc 
> 7200 

gagcaatgca cagggtcttc ccggggctcc 
7260 

cctccccgcc caccgccccg gcagagcctc 
7320 

gccatgagca tcaaggcagg' cacggtggat 
7380 

tttaacttcc tgcattaacc ctgggccgtg 
7440 

ccagccgcac tcatgccctg ctcctgtctt 
7500 

tgcccgcagc agcgacgaaa cgtccatctg 
7560 

caccccacct aaggccatct agtgccaact 
7620. 

ggacccctgg ggccaacatc tccaagacaa 
7680 

taaaaaagga tctccactct tcatgacttc 
7740 

tgactcccct ttcccttccc aaagaggata 
7800 

tcagtttccc atctgctgtg cctctgggag 
7860 

tacgccatca. ccaaaaggaa aggacaaagc 
7920 

gctgcacccg ggcaggcctc agaacggtga 
7980 

gcccgcactg cctctcccag gaactggaaa 
8040 

cagcgcccct ggacccccaa atgctgcatg 
8100 

ggcgggggtc gggcagcccc agcccctctc 
8160 

cccaggtgtt tgctcagttg ctgacccaaa 
8220 

cccgggcagg ccagtcatgt gttaagttgc 
8280 

aagagtaaac acagtgctgg ctcggctgcc 
8340 

agtccgggtt ctggtgtcca ctcacccacc 
8400 . 

tgtctaacct gctgtggcct ctgagacatg 
8460 

tctcttcttc aaaggaccag gtcctgttcc 
8520 

gtgaagagag agttaatata tttgttttat 
8580 

tgtccagtcc cgggggtctg atatggccat 
8640 - 

ttgggggctt gacgcccttc cccttgcccc 
8700 

ctcctcagtt ttgccgactg cttttcatct 
8760 



gagaagagca gcctcctgcg gctccccctg 
tccgctagtg agggcagccg gggcggcccc 
caggagcagc tgaacggggt catgcccatc 
gaggactcgt caggctccga atttctcttc 
gttcctacgc ccgaggctcc cttcccttcc 
gtgctttatc ctgccccgct ccccatcgcc 
aggagcctgg gccttgccgg gaggggtact 
ccccccccac cattcccctc actgcacttt 
agtttttcag aaaagaggaa aaaaagaatt 
agggattcat tttttttata cgctggaaat 
ggacctccca ggatgcttcc cagcctctcc 
gagagggact cctggggggc ctgcccctca 
cacacgcagc cagggcttca cacccttcag 
ggggccaggg caaagggtgt gcctcgtcct 
agccctgtcc ggtgaggggg cagaaggact 
aacacatttt caggggagcc tgtgccccca 
cttttcctgg actctggccg tgcgcggcag 
agtgcttcat ttttcgtgcc cgccccgcgc 
gcttctttgc tgtgatgtgg gtgggggagg 
ctgagggtgc tcaatcaagc acaggtttca 
ccacccccca aaatcagaca aatgctactt 
ttctattttt aaccccttct tggaattggc 
tctttctccc cgactccacc ccagctccct 
ttatttgctt tttgcgttgg gatgggttcg 
cacaggctgg gtgttcccag cagccctggc 
aggccatcat ctccccacct ctcctcccct 
gagtcaccat ttactccaag catgtattcc 
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gacaaacccg tcacggtgca gttccgcctg 
5580 

tgtgtcttct ggaaccattc aatcctggtc 
564 0 

tgtgaagtcg tcttccgcaa tgagagccac 
5700 

ttcgctgtgc tcatggacgt ttctcggcgg 
5760 

ctgacatacg tggctctagg tgtcaccttg 
5820 

actctcttgc gtatcctgcg ctccaaccaa 
5880 ' 

ctgggcctgg ctcagctggt cttcctcctg 
5940 

tgcacagtca ttgccatcct gctgcacttc 
6000 

ctggaggcct tgcacctgta ccgggcactc 
6060 

atgcgcttct actacatgct gggctggggc 
6120 * 

ggcctggacc ccgagggcta cgggaaccct 
6180 

ctcatctgga gttttgctgg cccggtggcc 
6240 

atcctggcgg cccgggcctc ctgtgctgcc 
6300 

gtctcgggcc tgcagccctc cttcgccgtc 
6360 

gcactgctct ctgtcaacag cgacaccctc 
6420 

tgcatccagg gccccttcat cttcctctcc 
6480 

gcactcaagc ttgcctgcag ccgcaagccc 
6540 

accctgacct cgtcctacaa ctgccccagc 
6600 

tacggagact cggccggctc tctgcacagc 
6660 

tacatcccct tcttgctgag ggaggagtcc 
6720 

ctgggggatc caggcagcct gttcctggaa 
6780 

gactccgaca gtgacctgtc cttagaagac 
6840 

tcatcagaca gtgaggagga agaagaggag 
6900 

cagggctggg atagcctgct ggggcctgga 
6960 

aaggatgggg gcccagggcc tggcaaggcc 
7020 

aaagagagta gtggcaacgg ggcccctgag 
7080 

tctcgagagg ggtccctagg cccccttcca 
7140 



ctggagacag 


aggagcggac 


caagcccatc 


agtggcacag 


gtggctggtc 


ggccagaggc 


gtcagctgcc 


agtgcaacca 


catgacgagc 


gagaatgggg agatcctgcc 


actgaagaca 


gctgcccttc 


tgctcacctt 


cttcttcctc 


cacggcatcc 


gacgtaacct 


gacagctgcc 


ggaatcaacc 


aggctgacct 


cccttttgcc 


ctgtacctct 


gcaccttttc 


etgggctctg 


actgaggtgc 


gcgatgtcaa 


caccggcccc 


gtgcctgcct 


tcatcacagg 


gctagccgtg 


gacttctgct 


ggctctccat 


ctatgacacg 


tttgccgtct 


cgatgagtgt 


cttcctgtac 


cagcggcagg 


gctttgagaa 


gaaaggtcct 


ctcctgctgc tgagcgccac 


gtggctgctg 


ctcttccact 


acctctttgc 


tacctgcaat 


tatgtggtgc 


ttagcaagga 


ggtccggaaa 


agccctgacc 


ctgctctgac 


caccaagtcc 


ccctacgcag 


atgggcggct 


gtaccagccc 


accagtcgct 


cgggcaagag 


tcagcccagc 


gcactgaacc 


ctggccaagg 


gccccctggc 


ggtcaagacc 


agcagcatga 


tcctgacacg 


gaccagagtg 


gctcctatgc 


ctctacccac 


gaggaagagg 


aggccgcctt 


ccctggagag 


gcagagagac 


tgcccctgca 


cagtactccc 


ccctggccag gagactttgg 


gaccacagca 


gagcggctgc gggagaatgg 


agatgccctg 


ggctcttctg 


cccagcctca 


caaaggcatc 
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cggggctgtt tgcagggtgt gcgggtgagc gatacgccag agggggttaa cagcctggat 
3960 

cccagccatg gggagagcat caacgtggag caaggctgta gcctgcctga cccttgtgac 
4020 

tcaaacccgt gtcctgctaa cagctattgc agcaacgact gggacagcta ttcctgcagc 
4080 , 
tgtgatccag gtta'ctatgg tgacaactgt actaatgtgt gtgacctgaa cccgtgtgag 
4140 

caccagtctg tgtgtacccg- caagcccagt gccccccatg gctatacctg cgagtgtccc 
4200 

ccaaattacc ttgggccata ctgtgagacc aggattgacc agccttgtcc ccgtggctgg 
4260 

tggggacatc ccacatgtgg cccatgcaac tgtgatgtca gcaaaggctt tgacccagac 
4320 

tgcaacaaga caagcggcga gtgccactgc aaggagaacc actaccggcc cccaggcagc 
4380 

cccacctgcc tcttgtgtga ctgctacccc acaggctcct tgtccagagt ctgtgaccct 
4440 

gaggatggcc agtgtccatg caagccaggt gtcatcgggc gtcagtgtga ccgctgtgac 
4500 

aacccttttg ctgaggtcac caccaatggc tgtgaagtga attatgacag ctgcccacga 
4560 

gcgattgagg ctgggatctg gtggccccgt acccgcttcg ggctgcctgc tgctgctccc 
4620 

tgtcccaaag gctcctttgg gactgctgtg cgccactgtg atgagcacag ggggtggctc 
4680 

cccccaaacc tcttcaactg cacgtccatc accttctcag aactgaaggg cttcgctgag 
4740 . " ' . ' 

cggctacagc ggaatgagtc aggcctagac tcagggcgct cccagcagct agccctgctc 

4800 

ctgcgcaacg ccacgcagca cacagctggc tacttcggca gcgacgtcaa ggtggcctac 
4860 

cagctggcca cgcggctgct ggcccacgag agcacccagc ggggctttgg gctgtctgcc 
4920 

acacaggacg tgcacttcac tgagaatctg ctgcgggtgg gcagcgccct cctggacaca 
4980 

gccaacaagc ggcactggga gctgatccag cagacagagg gtggcaccgc ctggctgctc 
5040 

cagcactatg aggcctacgc cagtgccctg gcccagaaca tgcggcacac ctacctaagc 
5100 

cccttcacca tcgtcacgcc caacattgtc' atctccgtag tgcgcttgga caaagggaac 
5160 

tttgctgggg ccaagctgcc ccgctacgag gccctgcgtg gggagcagcc cccggacctt 
5220 

gagacaacag tcattctgcc tgagtctgtc ttcagagaga cgccccccgt ggtcaggccc 
5280 

gcaggccccg gagaggccca ggagccagag gagctggcac ggcgacagcg acggcacccg 
5340 

gagctgagcc agggtgaggc tgtggccagc gtcatcatct accgcaccct ggccgggcta 
5400 

ctgcctcata actatgaccc tgacaagcgc agcttgagag tccccaaacg cccgatcatc 
5460 

aacacacccg tggtgagcat cagcgtccat gatgatgagg agcttctgcc ccgggccctg 
5520 
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atctccacgc agcgcgtgct gcccttcgac 
2340 

aactacatga agtgcgtgtc cgttctgcga 
2400 . . 

accaccgtgc tcttccggcc catccacccc 
2460 

ggcttcaccg gcgactactg cgagacggag 
2520 

gccaacggcc gctgccgcag ccgcgagggc 
2580 

acgggtgagc actgtgaggt gagtgctcgc 
2640 

aatgggggca cctgtgtcaa cctgctggtg 
2700 

gacttcgaga agccctactg ccaggtgacc 
2760 

acctttcgcg gcctgcgcca gcgtttccac 
2 820 

gagcgcgacg ggttgctgtt gtacaatggg 
2880 

ctcgaggtga tccaggagca ggtccagctc 
2940 

gtgtccccat tcgtgcccgg aggagtcagt 
3000 

tactacaata agccactgtt gggtcagaca 
3060 

gtggctgtgg tgaccgtgga tggctgtgac 
3120 

ctgggcaact actcctgtgc tgcccagggc 
3180 

ctgacggggc ccctgctact aggcggggtg 
3240 

atgcggcagt tcgtgggctg catgcggaac 
3300 

gctgacttca ttgccaacaa tggcaccgtg 
3360 

gacagcaaca cttgccacaa tgggggcact 
3420 

gagtgccccc tgggctttgg gggcaagagc 
3480 

- ttcctgggca gcagcctggt ggcctggcat 
3540 

tacctcagcc tcatgttccg cacgcgccag 
3600 

agggggcgca gcaccatcac cctacagcta 
3660 

ggcacagggc ttcaggcctc ctctctccgt 
3720 

tggcaccatg cacagctggc actgggagcc 
3780 

ttcgattatg ggcagcagag agcagagggc 
3840 

ctgagcaaca taacagtggg cggaatacct 
3900 



. gacaacatct gcctgcgcga gccctgcgag 
ttcgacagct ccgcgccctt cctcagctcc 
atcaacggcc tgcgctgccg ctgcccgccc 
atcgacctct gctactcgcg, gccgtgcggc 
ggctacacct gcctctgtcg tgatggctac 
tcaggccgtt gcaccccggg tgtctgcaag 
ggcggtttca agtgcgattg cccatctgga 
acgcgcagct tccccgccca ctccttcatc 
ttcaccctgg ccctctcgtt tgccacaaag 
cgtttcaatg agaagcatga ctttgtggcc 
accttctctg caggggagtc aaccaccacg 
gatggccagt ggcatacggt gcagctgaaa 
gggctcccac agggcccatc agagcagaag 
acaggagtgg ccttgcgctt cggatctgtc 
acccagggtg gcagcaagaa gtctctggat 
cctgacctgc ccgagagctt cccagtccga 
ctgcaggtgg acagccggca catagacatg 
cctggctgcc ctgccaagaa gaacgtgtgt 
tgcgtgaacc agtgggacgc gttcagctgc 
tgcgcccagg aaatggccaa tccacagcac 
ggcctctcgc tgcccatctc ccaaccctgg 
gccgacggtg tcctgctgca ggccatcacc 
cgagagggcc acgtgatgct gagcgtggag 
ctggagccag gccgggccaa tgacggtgac 
agcggggggc ctggccatgc cattctgtcc 
aacctgggcc cccggctgca tggtctgcac 
gggccagccg gcggtgtggc ccgtggcttt 
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aaacttgagc 
720 

gcacagattg 
780 . 

cactatacag 
840 

gccacggatg 
900 

ccccagttcc 
960 

gaagaccaag 
1020 

tccgacacca 
1080 

ctgcgagact 
1140 

cagatctcag 
1200 

ggaggcgacg 
1260 

ctacggaggc 
1320 

aaggggatgc 
1380 

gacaatcccc 
1440 

attgggctag 
1500 

attatgtacc 
1560 

ggggagctga 
1620 . 

atccaggcca 
1680 

cgcaatgaca 
1740 

aatcgctcaa 
1800 

atctcagata 
1860 

aatgcctcca 
1920 

gcgctcatga 
1980 

cgtgt caeca 
2040 

atgtcccagg 
2100 

gtgctgtcca 
2160 

agctccaaca 
222 0 

ttcttcccgt 
2280 



ggcagtatgt 
tggtgaatgt 
tgaatgttaa 
aggacacagg 
geatcgatge 
tgtcttacac 
cctacctgga 
cctaccaggg 
ccactgatcg 
atggagacgg 
tggatcgaga 
ccccagcccg 
ctgtctttga 
ccgtggcccg 
agattgtgga 
cagccctggt 
cgtcagctcc 
acccaccagt 
gcagcttccc 
gtctgactta 
egggtgaget 
gcgtgtctgt 
teatcaegga 
agaagttcct 
ccaccaagga 
tectgaaegt 
eggaggaect 



gttggctgtt 
caccgacgcc 
tgaggacegg 
tgagaatgee 
agacaegggg 
cctggccatt 
gatcctggtg 
cagtgtctat 
tgattctgga 
tgactttatt 
gaacgtggcc 
cacacctatg 
gcaggatgag 
ggtcacagcc 
gggcaacatc 
agacttagac 
tctggtgagc 
gctgggcaac 
tgggggtgcc 
cagctttgag 
gaagctaagc 
gtctgatggc 
egacatgetg 
gtccccgctg 
cgacgtcttc 
gaccttctcg 
gcaggagcag 



accgcctccg 
aacacccatc 
ccggcaggca 
cgcatcacct 
gctgtcacca 
actgeteggg 
aacgacgtga 
gaggatgtgc 
cttaatggca 
gttgagtcca 
cagtatgtct 
gaagtgacag 
tttgatgtgt 
actgaccccg 
cctgaggtct 
tacgaggacc 
egggctacag 
tttgagatcc 
attggecgag 
eggggaaatg 
cgcgcactgg 
atccacagcg 
accaacagca 
ctggccctct 
gtcttcaacg 
gcgctgctgc 
atctacctga 



atggcactcg 
gtcctgtctt 
ccacggtggt 
acttcatgga 
cccaggctga 
acaatggcat 
atgacaatgc 
cacccttcac 
gggtcttcta 
cgtcaggcat 
tgegggcata 
tcactgtgtt 
ttgtggaaga 
atgaaggcac 
tccagctgga 
ggcctgagta 
tccacgtccg 
ttttcaacaa 
tacctgccca 
aactcagcct 
acaacaaccg 
tcacggcctt 
tcactgtccg 
tcgtggaggg 
tccagaacga 
ctggcggcgt 
ateggacget 



gcaggacacg' 

tcagagctcc 

gctgatcagc 

ggacagcatc 

gctggactac 

tccccagaag 

ccctcagttc 

tagegtcctg 

caccttccaa 

cgtgcgaacg 

tgcagtggac 

ggatgtgaat 

gaacagcccc 

caatgcccag 

catcttctcc 

cgtcctggtc. 

cctccttgac 

ctatgtcacc 

tgaccctgat 

ggtcctgctc 

gectctggag 

ctgcaccctg 

cctggagaac 

ggtggccgcc 

caccgacgtc 

ccgcggccag 

gctgaccacc 
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,305 310 315 320 

Met Cys Arg Ala Ala Leu Glu Ser Pro Arg Lys Ser lie lie Phe Glu 

325 , 330 335 

Pro Tyr . Pro Ser Val Val Asp Pro Thr Asp Pro Lys Thr Leu Ala Phe 

340 345 350 

Asn Pro Lys Lys Lys Asn Tyr Glu Arg Leu Gin Lys Ala Leu Asp Ser 

355 360 365 

Val Met Ser lie Arg Glu Met Thr Gin Gly Ser Tyr Leu Glu He Lys 

370 375 380 

Lys Gin Met Asp Lys Leu Asp Pro Leu Ala His Pro Leu Leu Gin Trp 
385 390 395 400 

He He Ser Ser Asn Arg Ser His He Val Lys 1 Leu Pro Leu Ser Arg 

405 410 415 

Gin Leu Lys Phe Met His Thr Ser His Gin -Phe Leu Leu Leu Ser Ser 

420 425 430 

Pro Pro Ala Lys Glu Ala Arg Phe Arg Thr Ala Lys Lys Leu Tyr Gly 

435 440 445 

Ser Thr Phe Ala Phe His Gly Ser His lie Glu Asn Trp His Ser He 

450 455 , 460 

Leu Arg Asn Gly Leu Val Asn Ala Ser Tyr Thr Lys Leu Gin Glu Trp 
465 470 475 480 

Glu Lys Asp Ser Thr Gly Cys Pro Pro Arg Met Ser Trp Ser Arg Asp 
485* 490 495 

Thr Thr Gly 



<210> 3911 
<211> 9121 ' 
<212> DNA 

<213> Homo sapiens 
<400> 3911 

nnggatgtgg tgagccctct tgactatgag acgaccaagg agtacaccct acgggtgcga 
60 

gcacaggatg gtggccgtcc cccactctct aatgtctctg gcttggtgac agtacaggtc 
120 

ctggatatca acgacaatgc ccccatcttc gtcagcaccc ctttccaggc tactgtcctg 
180 

gagagcgtcc ccttaggcta cctggttctc catgtccagg ctatcgacgc tgatgctggt 
240 

gacaatgccc gcctggaata ccgccttgct ggggtgggac atgacttccc cttcaccatc 
300 

aacaatggca caggctggat ctctgtggct gctgaactgg accgggagga agttgatttc 
360 

tacagctttg gggtagaagc tcgagaccat ggcactccag cactcactgc ctcggccagt 
420 

gtcagcgtga ctgtcctgga tgtcaacgac aacaatccaa cctttaccca accagagtac 
480 

acagtgcggc tcaatgagga tgcagctgtg ggcaccagcg ^tggtgacggt gtcagctgtg 
540 

gaccgtgatg ctcatagtgt catcacctac cagatcacca gtggcaatac tcgaaaccgc 
600 

ttctccatca ccagccaaag tggtggtggg ctggtatccc ttgccctgcc actggactac 
660 
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tcctgcagag tcggaatcta aactgtatag cactttgtga agtgattaca tctaaggacc 
2580 

tccagaagca tgggaacatc tgggtgtgcc ctgtgtccga ccatgtctgc acaagattct 
2640 

tctttgtata tgaggatggt caggtgggcg atgccaacat tattattcgg gtccccaagt 
2700 

taca - - ' 

2 7*04 

<210> 3910 
<211> 499 
<212> PRT 

<213> Homo sapiens 
<400> 3910 

Met Asp lie Lys Gly Gin Phe Trp Asn Asp Asp Asp Ser Glu Gly Asp 

1 5 10 15 

Asn Glu Ser Glu Glu Phe Leu Tyr Gly Val Gin Gly Ser Cys Ala Ala 
20 25 30 

. Asp Leu Tyr Arg His Pro Gin Leu Asp Ala Asp He Glu Ala Val Lys 
35 40 45 

Glu He Tyr Ser Glu Asn Ser Val Ser He Arg Glu Tyr Gly Thr He 

50 55 60 

Asp Asp Val Asp He Asp Leu His He Asn He Ser Phe Leu Asp Glu 
65 70 75 80 

Glu Val Ser Thr Ala Trp Lys Val Leu Arg Thr Glu Pro He Val Leu 

85 90 95 

Arg Leu Arg Phe Ser Leu Ser Gin Tyr Leu Asp Gly Pro Glu Pro Ser 

100 105 * 110 

lie Glu Val Phe Gin Pro Ser Asn Lys Glu Gly Phe Gly Leu Gly Leu 

115 120 125 

Gin Leu Lys Lys lie Leu Gly Met Phe Thr Ser Gin Gin Trp Lys His 

130 135 140 

Leu Ser Asn Asp Phe Leu Lys Thr Gin Gin Glu Lys Arg His Ser Trp 
145 150 155 160 

Phe Lys Ala Ser Gly Thr He Lys Lys Phe Arg Ala Gly Leu Ser lie 

165 170 175 

Phe Ser Pro He Pro Lys Ser Pro Ser Phe Pro He He Gin Asp Ser 

180 185 190 

Met Leu Lys Gly Lys Leu Gly Val Pro Glu Leu Arg Val Gly Arg Leu 

195 200 205 

Met Asn Arg Ser lie Ser Cys Thr Met Asn Asn Pro Lys Val Glu Val 

210 215 220 

Phe Gly Tyr Pro Pro Ser Pro Gin Val Ser Gly His Cys Lys Asn He 
225 230 235 240 

Pro Thr Leu Glu Tyr Gly Phe Leu Val. Gin lie Met Lys Tyr Ala Glu 

245 250 255 

Gin Arg lie Pro Thr Leu Asn Glu Tyr Cys Val Val Cys Asp Glu Gin 

260 . 265 270 

His Val Phe Gin Asn Gly Ser Met Leu Lys Pro Ala Val Cys Thr Arg 

275 280 285 

Glu Leu Cys Val Phe Ser Phe Tyr Thr Leu Gly Val Met Ser Gly Ala 

290 295 300 

Ala Glu Glu Val Ala Thr Gly Ala Glu Val Val Asp Leu Leu Val Ala 
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catctcgttg gccttggttc ggctagtggt 
960 

gagtgtgtgt gacccactga cccaatggac 
1020 

tcggagggag ataatgaatc agaggaattt 
1080 

gacctgtatc gacacccaca gcttgatgca 
1140 

gagaactctg tatccatcag agaatatgga 
1200 

atcaacatca gcttcctcga tgaggaagtc 
1260 

cctattgtgt tgaggctgcg attttctctc 
1320 

attgaggttt tccagccatc aaataaggaa 
1380 

atcctgggta tgtttacatc ccaacaatgg 
1440 

cagcaggaga agaggcacag ttggttcaag 
1500 

ggcctcagca tcttttcacc catccccaag 
1560 

atgctgaaag gcaaactagg tgtaccagag 
1620 

atctcctgta ccatgaataa ccccaaagtg 
1680 

gtcagtggtc actgcaagaa cattcccact 
1740 

aagtatgcag aacagaggat tccaacattg 
1800 

catgtcttcc aaaatggatc tatgctgaag 
1860 

ttctccttct acacactggg cgtcatgtct 
1920 

gaggtggtgg atctgctggt ggccatgtgt 
1980. 

atcatctttg agccttatcc ctctgtggtg 
2040 

aaccctaaga agaagaatta tgagcggctt 
2100 

cgggagatga cccagggctc atatttggaa 
2160 

ctggcccatc ctctcctgca gtggatcatc 
2220 

cctctcagca ggcagctgaa gttcatgcac 
2280 

cctcctgcca aggaggctcg gttccggacc 
2340 

ttccatgggt cccacattga gaactggcat 
2400 

tcctacacca aactgcagga atgggaaaag 
2460 

tggtccagag atacaacagg atgaatacca 
2520 



atggaggggt 


gctgcctagc 


actgacctga 


atcaaaggcc 


agttctggaa 


tgatgacgac 


ctctatggcg 


ttcaggggag 


ctgtgcagct 


gacattgaag 


ccgtgaagga 


gatctacagt 


actatcgatg 


acgtggacat 


tgacctccac 


tctacagcct 


ggaaggtcct 


ccggacagaa 


tcccagtacc 


tagatggacc 


agaaccatcc 


ggatttgggc 


tgggtcttca 


gttgaaaaag 


aaacatctga 


gcaatgattt 


cttgaagacc 


gcaagtggta 


ccatcaagaa 


gttccgagct 


tctcccagtt 


tccctatcat 


acaggactcc 


cttcgggttg 


ggcgcctcat 


gaaccgttcc 


gaagtgtttg 


gctaccctcc 


cagcccccag 


ctggagtatg 


gattcctcgt 


tcagatcatg 


aatgagtact 


gtgtggtgtg 


tgatgagcag 


ccagctgtct 


gtactcgtga 


actatgcgtt 


ggagctgcag 


aggaggtggc 


cactggagca 


agggcagctt 


tagagtcccc 


tagaaagagc 


gaccccactg 


atcccaagac 


tctggccttt 


cagaaagctc 


tggatagtgt 


gatgtctatt 


atcaagaaac 


agatggacaa 


gttggatccc 


tctagcaaca 


ggtcacacat 


tgtcaaacta 


acctcacacc 


agttcctcct 


gctgagcagc 


gccaagaagc 


tctatggcag 


cacctttgcc 


tcgatcctgc 


gcaatgggct 


ggtcaatgca 


gacagcacag 


gatgccctcc 


aaggatgagc 


tcccccagac 


ccgatccatt 


cagtcacggt 
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1235 1240 1245 * 

Thr Thr Val Asp Glu Ser Gin Val Val Thr Arg Tyr Ala Tyr Val Leu 

1250 1255 1260 

Phe Tyr Arg Arg Arg Asn Ser Pro Val Glu Arg Pro Pro Arg Ala Gly 
1265 1270 1275 , 1280 

His Ser Glu His. His Pro Asp Leu Gly Pro Ala Ala Glu Ala Ala Ala 
1285 1290 1295 - 

Ser Gin Ala Ser Arg He Trp Gin Glu Leu Glu Ala Glu Glu Glu Pro 

1300 1305 1310 

Val Pro Glu Gly Ser Gly Pro Leu Gly Pro Trp Gly Pro Gin Asp Trp 

1315 1320 1325 

Val Gly Pro Leu Pro Arg Gly Pro Thr Thr Pro Asp Glu Gly Cys Leu 

1330 1335 1340 

Arg Tyr Phe Val Leu Gly Thr Val Ala Ala Leu Val Ala Leu Val Leu 
1345 1350 1355 1360 

Asn Val Phe Tyr Pro Leu Val Ser Gin Ser Arg Trp Arg 
1365 1370 

<210> 3909 
<211> 2704 
<212> DNA 

<213> Homo sapiens 



<400> 3909 

caccttctct ggacactcat 
60 

cattctttac ctcatttaga 
120 

caattaatta taaccacatc 
180 

tacatcccag tccttctgta 
240 

agtattctgt gtgtaacatg 
300 

aaagtgtttg tgatcctgtg 
360 

ttttaaatcc actttccatc 
420 

cctttcacta aagcagcctg 
480 

aacaagaaaa actccctctg 
540 

agcaacagcc cttggaaaga 
600 

aaaagttggc acttctggcc 
660 

aggctggaca tttagtgcct 
720 

ctgtttattt tcaaatctca 
780 

gctcttgaag gacagtgact 
840 

tcaccagttg tccctgacat 
900 



catatagtct atttttggcc 
taaatcagat aggtctttct 
acatgaagat tagatgtaat 
ctcctaacct taagcaaatt 
aaagctttga attaggccac 
aattccataa cccaccacct 
tctccagagg aaagggcatt 
gtttgaaaaa gccggtaatc 
aaataccttt ttctccttgt. 
ggctaaattt ttcttgactt 
taacgctgcc gtcatcctac 
ccctctttat tcctctgtga 
cgaacctcac cccaagatct 
tgttaccacc gcaacagcag 
cgtgccctac cttgtctccc 



caacttcttt tgaaagggcc 
tgcttacttc attaacaact 
taggacctgt ccaatgtctt 
ggtcgacctc tgtaggtcta 
gtttccggct aattttttaa 
tccttttcca actcttcacc 
gagagtagag gaagcaagtc 
tctgaactgt ctcttgcttg 
gatagcaaca gaaaccaagc 
ctgcagcaac aaagaccgtg 
ccctcacccc agggcaaccc 
tcatccagat cagcacttga 
tcacattctg gatctcagct 
agcctgccat ccccaacaga 
tttgtggtct cctaaatgcc 
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805 










810 










815 




Leu 


Leu 


Ser 


Ser 
820 


Glu 


Leu 


Ala 


Lys 


Glu 
825 


Arg 


Val 


Val 


Val 


Leu 
830 


Glu 


Val 


Gin 


Gin 


Arg 
835 


Pro 


Gin 


Val 


Pro 


Ser 
840 


Val 


Pro 


He 


Ser 


Lys 
845 


Cys 


Ala 


Ala 


Cys 


Gin 


Arg Lys 


Gin 


Gin 


Ser 


Glu 


Asp 


Glu 


Lys 


Leu 


Lys 


Arg 


Cys 


Thr 




850 










855 










860 










Arg 


Cys 


Tyr 


Arg 


Val 


Gly 


Tyr 


Cys 


Asn 


Gin 


Leu 


Cys 


Gin 


Lys 


Thr 


His 


865 










870 










875 










880 


Trp 


Pro 


Asp 


His 


Lys 
88 5 


Gly 


Leu 


Cys 


Arg 


Pro 
890 


Glu 


Asn 


lie 


Gly 


Tyr 
895 


Pro 


Phe 


Leu 


Val 


Ser 
900 


val 


Pro 


Ala 


Ser 


Arg 
905 


Leu 


Thr 


Tyr 


Ala 


Arg 
910 


Leu 


Ala 


Gin 


Leu 


Leu 
915 


Glu 


Gly 


Tyr 


Ala 


Arg 
920 


Tyr 


Ser 


Val 


Ser 


Val 
925 


Phe 


Gin 


Pro 


Pro 


Phe 
930 


Gin 


Pro 


Gly 


Arg 


Met 
.935 


Ala 


Leu 


Glu 


Ser 


Gin 
940 


Ser 


Pro 


Gly 


Cys 


Thr 


Thr 


Leu 


Leu 


Ser 


Thr 


Gly 


Ser 


Leu 


Glu 


Ala 


Gly 


Asp 


Ser 


Glu 


Arg 


945 










950 










955 










960 


Asp 


Pro 


He 


Gin 


Pro 
965 


Pro 


Glu 


Leu 


Gin 


Leu 
970 


Val 


Thr 


Pro 


Met 


Ala 
975 


Glu 


Gly 


Asp 


Thr 


Gly 
980 


Leu 


Pro 


Arg 


Val 


Trp 
985 


Ala 


Ala 


Pro 


Asp 


Arg 
990 


Gly 


Pro 


Val 


Pro 


Ser 


Thr 


Ser 


Gly 


He 


Ser 


Ser 


Glu 


Met 


Leu 


Ala 


Ser 


Gly 


Pro 






995 










1000 








1005 






He 


Glu 


Val 


Gly 


Ser 


Leu 


Pro 


Ala 


Gly 


Glu 


Arg 


Val 


Ser 


Arg 


Pro 


Glu 




1010 








1015 








1020 








Ala 


Ala 


Val 


Pro 


Gly 


Tyr 


Gin 


His 


Pro 


Ser 


Glu 


Ala 


Met 


Asn 


Ala 


His 


1025 








1030 








1035 








1041 


Thr 


Pro 


Gin 


Phe 


Phe 


He 


Tyr 


Lys 


He 


Asp 


Ser 


Ser 


Asn 


Arg 


Glu 


Gin 










1045 








1050 








1055 


Arg 


Leu 


Glu 


Asp 


Lys 


Gly Asp 


Thr 


Pro 


Leu 


Glu 


Leu Gly Asp 


Asp 


Cys 








1060 








1065 








1070 




Ser 


Leu 


Ala 


Leu 


Val 


Trp Arg Asn Asn Glu Arg 


Leu 


Gin 


Glu 


Phe 


Val 






1075 








1080 








1085 






Leu 


Val 


Ala 


Ser 


Lys 


Glu 


Leu 


Glu 


Cys 


Ala 


Glu Asp 


Pro Gly Ser Ala 




1090 








1095 








1100 








Gly Glu Ala Ala Arg Ala Gly His 


Phe 


Thr 


Leu 


Asp 


Gin 


Cys 


Leu 


Asn 


1105 








1110 








1115 








1121 


Leu 


Phe 


Thr 


Arg 


Pro 


Glu 


Val 


Leu 


Ala 


Pro 


Glu 


Glu 


Ala 


Trp 


Tyr 


Cys 










1125 








1130 








1135 


Pro 


Gin 


Cys 


Lys 


Gin 


His 


Arg 


Glu 


Ala 


Ser 


Lys 


Gin 


Leu 


Leu 


Leu 


Trp 








1140 








1145 








1150 




Arg 


Leu 


Pro 


Asn 


Val 


Leu 


He 


Val 


Gin 


Leu 


Lys 


Arg 


Phe 


Ser 


Phe 


Arg 






1155 








1160 








1165 






Ser 


Phe 


He 


Trp 


Arg Asp 


Lys 


He 


Asn Asp 


Leu 


Val 


Glu 


Phe 


Pro 


Val 




1170 








1175 








1180 








Arg Asn 


Leu Asp 


Leu 


Ser 


Lys 


Phe 


Cys 


He 


Gly Gin 


Lys 


Glu 


Glu 


Gin 


1185 








1190 








1195 








1201 


Leu 


Pro 


Ser 


Tyr Asp 


Leu 


Tyr Ala 


Val 


He 


Asn 


His 


Tyr Gly Gly Met 










1205 








1210 








1215 


He Gly Gly His Tyr Thr Ala 


Cys 


Ala 


Arg 


Leu 


Pro Asn Asp Arg Ser 








1220 








1225 








1230 




Ser Gin Arg Ser Asp Val Gly Trp 


Arg 


Leu 


Phe 


Asp Asp 


Ser 


Thr 


Val 
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370 375 380 

Ash Phe Leu Arg Leu His Pro Gly Cys Gly Pro His Thr Thr Phe Arg 
385 390 395 400 

Trp Gin Val Lys Leu Arg Asn Leu lie Glu Pro Glu Gin Cys Thr Phe 

405 410 415 

Cys Phe Thr Ala Ser Arg lie Asp lie Cys Leu Arg Lys Arg Gin Ser 

420 425 430 

Gin Arg Trp Gly Gly Leu Glu Ala Pro Ala Ala Arg Val Gly Gly Ala 

435 440 445 

Lys Val Ala Val Pro Thr Gly Pro Thr Pro Leu Asp Ser Thr Pro Pro 

450 455 460 

Gly Gly Ala Pro His Pro Leu Thr Gly Gin Glu Glu Ala Arg Ala Val 
465 470 475 480 

Glu Lys Asp Lys Ser Lys Ala Arg Ser Glu Asp Thr Gly Leu Asp Ser 

485 490 495 

Val Ala Thr Arg Thr Pro Met Glu His Val Thr Pro Lys Pro Glu Thr 

500 505 510 . 

His Leu Ala Ser Pro Lys Pro Thr Cys Met Val Pro Pro Met Pro His 

515 520 525 

Ser Pro Val Ser Gly Asp Ser Val Glu Glu Glu Glu Glu Glu Glu Lys 

530 535 540 

Lys Val Cys Leu Pro Gly Phe Thr Gly Leu Val Asn Leu Gly Asn Thr 
545 550 555 , 560 

Cys Phe Met Asn Ser Val lie Gin Ser Leu Ser Asn Thr Arg Glu Leu 

565 570 575 

Arg Asp Phe Phe - His Asp Arg Ser Phe Glu Ala Glu lie Asn Tyr Asn 

580 585 590 

Asn Pro Leu Gly Thr Gly Gly Arg Leu Ala lie Gly Phe Ala Val Leu 

595 600 605 

Leu Arg Ala Leu Trp Lys Gly Thr His His Ala Phe Gin Pro Ser Lys 

610 615 620 

Leu Lys Ala lie Val Ala Ser Lys Ala Ser Gin Phe Thr Gly Tyr Ala 
625 630 635 640 

Gin His Asp Ala Gin Glu Phe Met Ala Phe Leu Leu Asp Gly Leu His 

645 650 655 

Glu Asp Leu Asn Arg He Gin Asn Lys Pro Tyr Thr Glu Thr Val Asp 

660 665 670 

Ser Asp Gly Arg Pro Asp Glu Val Val Ala Glu Glu Ala Trp Gin Arg 

675 680 685 

His Lys Met Arg Asn Asp Ser Phe He Val Asp Leu Phe Gin Gly Gin 

690 695 700 

Tyr Lys Ser Lys Leu Val. Cys Pro Val Cys Ala Lys Val Ser He Thr 
705 710 715 720 

Phe Asp Pro Phe Leu Tyr Leu Pro Val Pro Leu Pro Gin Lys Gin Lys 

725 730 735 

Val Leu Pro Val Phe Tyr Phe Ala Arg Glu Pro His Ser Lys Pro He 

740 745 750 

Lys Phe Leu Val Ser Val Ser Lys Glu Asn Ser Thr Ala Ser Glu Val 

755 760 765 

Leu Asp Ser Leu Ser Gin Ser Val His Val Lys Pro Glu Asn Leu Arg 

770 775 780 

Leu Ala Glu Val He Lys Asn Arg Phe His Arg Val Phe Leu Pro Ser 
.785 790 795 800 

His Ser Leu Asp Thr Val Ser Pro Ser Asp Thr Leu Leu Cys Phe Glu 
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<210> 3908 

<211> 1373 

<212> PRT 

. <213> Homo sapiens 



<400> 3908 



Ala Gly 


Cys , 


Gly 


Gly Leu 


Ala Arg Leu Ser 


Val 


Pro 


Cys 


Trp 


Arg He 


1 








5 




10 










15 


Trp 


Pro 


Gin 


Arg 


Ala 


Ala 


Lys lie Ala Gly 


Pro Gly Arg Lys Arg Arg 








20 






25 








30 




Ser 


Pro 


Asp 


Pro 


Asp 


Ala 


Val Ala Asp Pro Gly Ala 


Leu 


Trp 


Leu Ser 






35 








40 






45 






Thr, 


Lys 


Arg 


Leu 


Lys 


Met 


Ser Gly Gly Ala 


Ser Ala Thr Gly Pro Arg 




50 










55 




60 








Arg Gly 


Pro 


Pro 


Gly Leu 


Glu Asp Thr Thr 


Ser 


Lys 


Lys 


Lys 


Gin Lys 


65 










70 




75 








80 


Asp 


Arg 


Ala 


Asn 


Gin 


Glu 


Ser Lys Asp Gly Asp 


Pro Arg 


Lys 


Glu Thr 










85 




90 










95 


Gly Ser 


Arg 


Tyr 


Val 


Ala 


Gin Ala Gly Leu Glu 


Pro 


Leu 


Ala 


Ser Gly 








100 






105 








110 




Asp 


Pro 


Ser 


Ala 


Ser 


Ala 


Ser His Ala Ala 


Gly 


He 


Thr Gly Ser Arg 






115 








120 






125 






His 


Arg 


Thr 


Arg 


Leu 


Phe 


Phe Pro Ser Ser 


Ser 


Gly Ser Ala 


Ser Thr 




130 










135 




140 








Pro 


Gin 


Glu 


Glu 


Gin 


Thr 


Lys Glu Gly Ala 


Cys 


Glu 


Asp 


Pro 


His Asp 


145 










150 




155 








160 


Leu 


Leu 


Ala 


Thr 


Pro 


Thr 


Pro Glu Leu Leu 


Leu 


Asp 


Trp 


Arg 


Gin Ser 










165 




170 










175 


Ala 


Glu 


Glu 


Val 


lie 


Val 


Lys Leu Arg Val 


Gly Val 


Gly 


Pro 


Leu Gin 








180 






185 








190 




Leu 


Glu 


Asp 


Val 


Asp 


Ala 


Ala Phe Thr Asp 


Thr 


Asp 


Cys 


Val 


Val Arg 






195 








200 






205 






Phe 


Ala 


Gly 


Gly 


Gin 


Gin 


Trp Gly Gly Val 


Phe 


Tyr 


Ala 


Glu 


lie Lys 




210 










215 




220 








Ser 


Ser 


Cys 


Ala 


Lys 


Val 


Gin Thr Arg Lys- 


Gly Ser 


Leu 


Leu 


His ■ Leu 


225 










230 




235 








240 


Thr 


Leu 


Pro 


Lys 


Lys 


Val 


Pro Met Leu Thr 


Trp 


Pro 


Ser 


Leu 


Leu Val 










245 




250 










255 


Glu 


Ala 


Asp 


Glu 


Gin 


Leu 


Cys He Pro Pro 


Leu 


Asn 


Ser 


Gin 


Thr Cys 








260 






265 








270 




Leu 


Leu 


Gly 


Ser 


Glu 


Glu 


Asn Leu Ala Pro 


Leu Ala Gly Glu Lys Ala 






275 








280 






285 






Val 


Pro 


Pro 


Gly 


Asn 


Asp 


Pro Val Ser Pro 


Ala 


Met 


Val 


Arg 


Ser Arg 




290 










295 




300 








Asn. 


Pro 


Gly 


Lys 


Asp Asp 


Cys Ala Lys Glu 


Glu 


Met 


Ala 


Val 


Ala Ala 


305 










310 




315 








320 


Asp 


Ala 


Ala 


Thr 


Leu 


val 


Asp Gly Lys Glu 


Pro 


Glu 


Ser 


Met 


Val Asn 










325 




330 










335 


Leu 


Ala 


Phe 


Val 


Lys 


Asn 


Asp Ser Tyr Glu Lys Gly Pro Asp Ser Val 








340 






345 








350 




Val 


val 


His 


Val 


Tyr 


Val 


Lys Glu He Cys 


Arg Asp 


Thr 


Ser 


Arg Val 






355 








360 






365 






Leu 


Phe 


Arg 


Glu 


Gin Asp 


Phe Thr Leu He 


Phe Gin Thr Arg Asp Gly 
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gagtctcaga gccctggctg 
2940 

agcgagagag accccattca 
3000 

gacacagggc ttccccgggt 
3060 

. ggaatttctt ctgagatgct 
3120 

gagagggtgt cccgacccga 
3180 

aatgcccaca caccccagtt 
3240 

ctagaggaca aaggagacac 
.3300 

tggcggaaca atgagcgctt 
3360. 

gctgaggatc caggctctgc 
3420 

tgcctcaacc tcttcacacg 
3480 

cagtgcaaac agcaccgtga 
3540 

- ct'catcgtgc agctcaagcg 
3600 

gacttggtgg agttccctgt 
3660 

gaggagcagc tgcccagcta- 
3720 

ggtggccact acactgcctg 
3780 - 

gtgggctggc gcttgtttga. 
3840 

acgcgttatg cctatgtact 
3900 

agggcaggtc actctgagca 
3960 

caggcttccc ggatttggca 
4 020 

gggcccctgg gtccctgggg 
4080 

acaccagatg agggctgcct 
4140 

ctcgtgctca acgtgttcta 
4200 

caggcagctg ctgtgagctg 
4260 

gggaacacct ctgggctttg 
4320 

tgtggcccct gcaggggcag 
4380 

catcctgctg ctctgaccct 
4440 

taaaagtgtt aataaaacca 
4474 



caccacactg ctctccacag 
gccacctgag ctccagctgg 
gtgggcagcc cctgaccggg 
ggccagtggg cccattgagg 
agctgctgtg cctgggtacc 
cttcatctat aaaattgatt 
cccactggag ctgggtgacg 
gcaggagttt gtgttggtag 
cggtgaggct gcccgggccg 
gcctgaggtg ctggcacccg 
ggcctccaag cagctgttgc 
cttctccttt cgtagtttta 
taggaacctg gacctgagca 
cgatctatat gctgtcatca 
tgcacgcctg cccaatgatc 
tgacagcaca gtgacaacgg 
cttctaccgc cggcggaact 
ccacccagac ctaggccctg 
ggagctggag gctgaggagg 
gccccaagac tgggtgggcc 
ccggtacttt gtcctgggca 
tcctctggta tcccagagtc 
gcctacctgc ctgccccagg 
ggcctcagct tatgcatctg 
agtatcctag ggtgtgtatc 
tggcctcagg cttggccctg 
gactattcag gccc 



gttccctgga ggctggggac 
tgacccctat ggctgagggg 
gtcctgtgcc cagcaccagt 
ttggctcctt gccagctggc 
agcatccaag tgaagctatg 
catccaaccg agagcagcgg 
actgtagcct ggctctcgtc 
cctccaagga gctggaatgt 
gccacttcac cctggaccag 
aggaggcctg gtactgccca 
tatggcgcct gccaaatgtt 
tctggcgtga caagatcaat 
agttctgcat tggtcagaaa 
accactatgg aggcatgatt 
gtagcagtca gcgcagtgac 
tagacgagag ccaggttgtg 
ctcctgtgga gaggcccccc 
cagctgaggc tgctgccagc 
agccggtgcc tgaggggtct 
ccctaccacg tggccctacc 
ccgtggcggc tttggtggcc 
gctggagatg agctcgcctg 
ccatgcctgc ctttgttgtg 
gtgggagagg gtggggaggt 
catctggctg tctgtccatt 
cccaagctac ttcctgtact 
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accttccgtt ggcaggtgaa gctcaggaat 
1320 

ttcacggctt ctcgcatcga catctgcctt 
1380 

ctggaggccc cggctgcacg agtgggtggt 
1440 

cctctggatt caaccccacc aggaggtgct 
1500 

cgggctgtgg agaaggataa atccaaggca 
1560 

gcaacccgca cacccatgga gcatgtaacc 
1620 

aagcctacat gcatggtgcc tcccatgccc 
1680 

gaggaggaag aggaagagaa gaaggtgtgt 
1740 

ggcaacacct gcttcatgaa cagcgtcatt 
1800 

gacttcttcc atgaccgctc ctttgaggct 
1860 

ggtgggcgtc tggccattgg ctttgccgtg 
1920 

catgccttcc agccttccaa gttgaaggcc 
1980 

ggctatgcac agcatgatgc ccaggagttc 
2040 

gacctgaatc gcattcagaa caagccctac 
2100 

gatgaggtgg tagctgagga agcatggcag 
2160 

gtggacctat ttcaggggca gtacaagtcg 
2220 

tccatcactt ttgacccgtt tctttatctg 
2280 

ctccctgtct tttattttgc ccgagagccc 
2340 

gtcagcaagg agaactccac tgcgagcgaa 
2400 

gtgaagcctg agaacctgcg tttggcggag 
2460 

ctaccctccc actcactgga cactgtgtcc 
2520 

ctatcctcag agttggctaa ggagcgggta 
2580 

gtgcccagcg tccccatctc caagtgtgca 
2640 

gaaaagctga agcgctgtac ccggtgctac 
2700 

aaaacccact ggcctgacca caagggcctc 
2760 

ctggtcagtg tacctgcctc acgcctcact 
2820 

tatgcccggt actctgtgag tgtattccag 
2880 



ctgattgagc cagagcagtg caccttctgt 
cgtaagaggc agagtcagcg ctgggggggc 
gcaaaggttg ccgtgccgac aggtccaacc 
ccccaccccc tgacaggcca ggaggaggcc 
cgatctgagg acacagggct agacagtgtg 
ccaaagccag agacacacct ggcctcgccc 
cacagcccag ttagtggaga cagcgtggag 
ctgccaggct tcactggcct tgtcaattta 
cagtctctgt ccaacactcg ggaactccgg 
gagatcaact acaacaaccc actagggact 
ctgcttcggg cgctgtggaa gggcacccac 
attgtggcga gtaaggccag ccagttcaca 
atggctttcc tgctggatgg gctgcacgag 
acagagaccg tggattcaga tgggcggccc 
cggcacaaga tgaggaatga ctctttcatc 
aagctggtgt gccctgtgtg tgccaaggtc 
ccggtgccct tgccacaaaa gcaaaaggtt 
cacagcaagc ccatcaagtt cctggtgagc 
gtattggact ccctctctca gagtgttcat 
gtaattaaga atcgttttca tcgtgtgttc 
ccatctgata cgctcctctg ctttgagctg 
gtggtgctag aggtgcaaca gcgcccccag 
gcctgccagc ggaagcaaca gtcggaggat 
cgtgtgggct actgcaacca gctctgccag 
tgccgacctg agaacattgg ctaccccttc 
tatgcccgcc tcgctcagtt gctagagggc 
ccaccctttc aaccaggccg catggccttg 
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85 90 95 

Gin Ser Ala Met Leu Gin Leu Asp Tyr Gly Asp Thr Val Trp Leu Arg 

100 105 110 

Leu His Gly Ala Pro Gin Tyr Ala Leu Gly Ala 
115 120 

<210>. 3907 

<211> 4474 

<212> DNA 

<213> Homo sapiens 

<400> 3907 

gcgcgccgga accggaaccg acctgcgccg gaaccggaac ggagagcggg ttgccagggc 
60 

ccgaagaggg ctggctgcgg cggtctcgct cggctgtccg ttccttgctg gagaatttgg 
120 

"ccacaaagag ctgccaagat agctgggcca ggaagaaagc gccgcagccc tgacccagac 
180 

gctgttgccg accccggggc actctggctg tcgaccaagc ggctcaagat gtctggcggg 
240 

gccagtgcca caggcccaag gagagggccc ccaggactgg aggacaccac tagtaagaag 
300 

aagcagaagg atcgagcaaa ccaggagagc aaggatggag atcctaggaa agagacaggg 
360 

tctcgatatg ttgcccaggc tggtcttgaa cctctggcct caggtgatcc ttctgcctca 
420 

gcctcccatg cagctgggat cacaggctca cgccaccgta cccggctgtt ctttccttca 
480 

tcgtcagggt cagcatccac tcctcaagag gagcagacca aagagggagc ttgtgaagac 
540 

cctcatgatc tcttggctac tcccactcca gagttgttgc tcgattggag gcagagtgca 
600 

gaagaggtga ttgtcaagct tcgtgtggga gtaggtcccc tgcagctgga ggatgtagat 
660 

gctgctttca cagatacaga ctgtgtggtg cggtttgcag gtggtcagca gtggggtggt 
720 

gtcttctatg ctgagataaa aagctcttgt gctaaagtgc aaacccgcaa gggcagtctc 
780 

ctgcacctga cactgcccaa aaaggtgcct atgctcacgt ggccctccct cctggttgag 
840 

gctgatgaac agctttgcat accaccgctg aactcccaaa cctgcctcct gggctcagag 
900 

gagaatttag cccctttggc aggagagaaa gcagtgcctc ccgggaatga cccagtctct 
960 

ccagccatgg tccggagcag aaaccctggg aaagatgact gtgccaagga ggagatggca 
1020 

gtggcagcag atgctgcaac cttggtggat ggtaaagagc ccgagtcgat ggtgaacctg 
1080 

gcgtttgtca agaatgactc gtatgagaag ggcccggatt cagtggtggt gcacgtgtac 
1140 

gtgaaggaga tctgcaggga cacctcaaga gtacttttcc gtgagcagga cttcacgctc 
1200 

atcttccaga ccagggatgg aaacttcctg aggctgcacc cgggctgtgg gccccacacc 
1260 
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85 90 95 

Leu Leu Pro Cys Leu Lys Ala Cys Ala Pro Ser Arg Val Val Val Val 

100 105 110 

Ala Ser Ala Ala His Cys Arg Gly Arg Leu Asp Phe Lys Arg Leu Asp 

115 120 125 

Arg Pro Val Val Leu Ala "Ala Gly Ala Ala Ala Tyr Ala Asp Thr Lys 

130 135 140 

Leu Ala Asn Val Leu Phe Ala Arg Glu Leu Ala Asn Gin Leu Glu Ala 
145 , 150 155 160 

Thr Gly Val Thr Cys Tyr Ala Ala His Pro Gly Pro Val Asn Ser Glu 

165 170 175 ' 

Leu. Phe Leu Arg His Val Pro Gly Trp Leu Arg Pro Leu Leu Arg Pro 

180 185 190 

Leu Ala Trp Leu Val Pro Arg 
195 

<210> 3905 
<211> 370 

<212> DNA ... 
<213> Homo sapiens 

<400> 3905 

ggatcctctg agctgcgctc ggccttctcg gcggcacgca ccacccccct ggagggcacg 
60 

tcggagatgg cggtgacctt cgacaaggtg tacgtgaaca tcgggggcga cttcgatgtg 
120 

gccaccggcc agtttcgctg ccgcgtgccc ggcgcctact tcttctcctt cacggctggc 
180 

aaggccccgc acaagagccc gtcggtgatg ctggtgcgaa accgcgacga ggtgcaggcg 
240 " 

ctggccttcg acgagcagcg gcggccaggc gcgcggcgcg cagccagcca gagcgccatg 
300 

ctgcagctcg actacggcga cacagtgtgg ctgcggctgc atggcgcccc gcagtacgcg 
360 

ctaggcgcgc 
370 

<210> 3906 
<211> 123 . 
<212> PRT 

<213> Homo sapiens 
<400> 3906 

Gly Ser Ser Glu Leu Arg Ser Ala Phe Ser Ala Ala Arg Thr Thr Pro 

1 5 10 15 

Leu Glu Gly Thr Ser Glu Met Ala Val Thr Phe Asp Lys Val Tyr Val 

20 25 30 

Asn lie Gly Gly Asp Phe Asp Val Ala Thr Gly Gin Phe Arg Cys Arg 

35 40 45 

Val Pro Gly Ala Tyr Phe Phe Ser Phe Thr Ala Gly Lys Ala Pro His 

50 55 60 

Lys Ser Pro Ser Val Met Leu Val Arg Asn Arg Asp Glu Val Gin Ala 
65 70 75 80 

Leu Ala Phe Asp Glu Gin Arg Arg Pro Gly Ala Arg Arg Ala Ala Ser 
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245 250 255 

Leu His Ser Ala Ala Arg Pro Glu Thr Lys Val Ser Glu Gly Pro Val 

260 265 270 

Leu Val Leu Gin Pro Ala Ser Gly Leu Ser Phe Pro Val Leu Cys Pro 

275 280 285 

Pro Leu . Pro Ala Val Gin Asp Pro Lys Thr Leu Ser Pro Thr Leu Ser 

290 295 300 

Ser Pro Gin Gly Cys Arg His Leu 
305 310 - 

<210> 3903 . 

<211> 598 

<212> DNA 

<213> Homo sapiens 

<400> 3903 

gcgcgccggg gagcgcgcgt ggtgctggcc tgccgcagcc aggagcgcgg ggaggcggct 
60 

gccttcgacc tccgccagga gagtgggaac aatgaggtca tcttcatggc cttggacttg 
120 

gccagtctgg cctcggtgcg ggcctttgcc actgcctttc tgagctctga gccacggttg 
180 

gacatcctca tccacaatgc cggtatcagt tcctgtggcc ggacccgtga ggcgtttaac 
240 

ctgctgcttc gggtgaacca tatcggtccc tttctgctga cacatctgct gctgccttgc 
300 

ctgaaggcat gtgcccctag ccgcgtggtg gtggtagcct cagctgccca ctgtcgggga 
360 

cgtcttgact tcaaacgcct ggaccgccca gtggtgctgg cggcaggagc tgcggcatat 
420 

gctgacacta agctggctaa tgtactgttt gcccgggagc tcgccaacca gcttgaggcc 
480 

actggcgtca cctgctatgc agcccaccca gggcctgtga actcggagct gttcctgcgc 
540 

catgttcctg gatggctgcg cccacttttg cgcccattgg cttggctggt gccccggg 
598 

<210> 3904 

<211> 199 

<212> PRT 

<213> Homo sapiens 

<400> 3904 

Ala Arg Arg Gly Ala Arg Val Val Leu Ala Cys Arg Ser Gin Glu Arg 

1 5 10 15 

Gly Glu Ala Ala Ala Phe Asp Leu Arg Gin Glu Ser Gly Asn Asn Glu 

20 25 30 

Val lie Phe Met Ala Leu Asp Leu Ala Ser Leu Ala Ser Val Arg Ala 

35 40 45 

Phe Ala Thr Ala Phe Leu Ser Ser Glu Pro Arg Leu Asp He Leu He 

50 55 60 

His Asn Ala Gly He Ser Ser Cys Gly Arg Thr Arg Glu Ala Phe Asn 
65 - 70 75 80 

Leu Leu Leu Arg Val Asn His He Gly Pro Phe Leu Leu Thr His Leu 
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atcttcagga cgctctggcg tgttaagagg ctggacctgc tgcccctgtg cgtgaccttc 
900 

ctgctgtgct tctgggaggt gcagtacggc atcctggccg gggccctggt gtctctgctc 
960 

atgctcctgc actctgcagc caggcctgag accaaggtgt cagaggggcc ggttctggtc 
1020 

ctgcagccgg ccagcggcct gtccttccct gtcctctgcc ccccactccc tgctgttcag 
1080 

gaccccaaga ccctgtcccc gacgctctcc agtccacaag gatgcaggca tctctgagtg 
1140 

ggctggaccg tcctctgtgg gcctcagcca gtggtgctgc agcaagggtg gtggctcccc 
1200 

acatatcact ccttccctgc ccctaaagtc cggttcctgt ttctgggggg ttgattttag 
1260 

999 a 9Ctaag ggcctgtgag tcctagt 
1287 

<210> 3902 

<211> 312 

<212> PRT 

<213> Homo sapiens 

<400> 3902 

Met Leu Leu Leu Leu Val Leu Lys Leu Met Arg Asp His Val Pro Pro 

1 5 10 15 

Val His Pro Glu Met Pro Pro Gly Val Arg Leu Ser Arg Gly Leu Val 

20 25 30 

Trp Ala Ala Thr Thr Ala Arg Asn Ala Leu Val Val Ser Phe Ala Ala 

35 40 45 

Leu Val Ala Tyr Ser Phe Glu Val Thr Gly Tyr Gin Pro Phe lie Leu 

50 55 60 

Thr Gly Glu Thr Ala Glu Gly Leu Pro Pro Val Arg lie Pro Pro Phe 
65 70 75 v - 80 

Ser Val; Thr Thr Ala Asn Gly Thr lie Ser Phe Thr Glu Met Val Gin 

85 90 95 

Asp Met Gly Ala Gly Leu Ala Val Val Pro Leu Met Gly Leu Leu Glu 

100 105 110 

Ser lie Ala Val Ala Lys Ala Phe Ala Ser Gin Asn Asn Tyr Arg lie 

115 120 125 

Asp Ala Asn Gin Glu Leu Leu Ala lie Gly Leu Thr Asn Met Leu Gly 

130 135 140 

Ser Leu Val Ser Ser Tyr Pro Val Thr Gly Ser Phe Gly Arg Thr Ala 
145 150 155 160 

Val Asn Ala Gin Ser Gly Val Cys Thr Pro Ala Gly Gly Leu Val Thr 

165 170 175 

Gly Val Leu Val Leu Leu Ser Leu Asp Tyr Leu Thr Ser Leu Phe Tyr 

180 185 190 

Tyr lie Pro Lys Ser Ala Leu Ala Ala Val He He Met Ala Val Ala 

195 200 205 

Pro Leu Phe Asp Thr Lys He Phe Arg Thr Leu Trp Arg Val Lys Arg 

210 215 220 

Leu Asp Leu Leu Pro Leu Cys Val Thr Phe Leu Leu Cys Phe Trp Glu 
225 230 235 240 

Val Gin Tyr Gly He Leu Ala Gly Ala Leu Val Ser Leu Leu Met Leu 
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100 

Val Pro Glu Leu Gly Thr Xaa Gly 
115 , 120 

Leu Gin His Gly Ala Cys Leu Gin 

130 135 
Leu Arg Ser Val Leu Leu Cys Gly 
145 " fc 150 

Asn Thr Thr Leu Asp Leu Leu Asp 
165 

Val Asp Ala Cys Ser Ser Arg Ser 
180 

Ala Arg Met Arg Gin Ser Gly Ala 
195 200 
lie Leu Gin Leu Val Gly Asp Ala 

' 210 215 
Gin Lys Leu lie Lys Glu Pro Ala 
225 230 
Phe Gin Gly Gin Asn Ser Leu Leu 
245 



105 110 
Pro Ser Ala Ala Gly Gin Asp Leu 
125 

Gin Glu Leu Asp Ser Arg Pro Gin 
.140 

lie Glu Ala Gin Ala Cys lie Leu 
155 160 
Arg Gly Leu Gin Val His Val Val 

170 175 
Gin Val Asp Arg Leu Val Ala Leu 
185 190 
Phe Leu Ser Thr Ser Glu Gly Leu 
205 

Val . His Pro Gin Phe Lys Glu He 
220 

Pro Asp Ser Gly Leu Leu Gly Leu 
235 240 

His 



<210> 3901 

<211> 1287 

<212> DNA 

<213> Homo sapiens 

<400> 3901 

nncctagggg aggtgggcgg ggagctgggg acagatggcc ttggtttggg agcatagcct 
60 

ctgatcagca tctctgtgtt tggacagaac ctgctgggac tacagaacat ccccaggccg 
120 

ttcttcctgc aggtgtacca caccttcctc aggattgcag agaccagggt aggtgacgcc 
180 

gtcctggggc tggtctgcat gctgctgctg ctggtgctga agctgatgcg ggaccacgtg 
240 

cctcccgtcc accccgagat gccccctggt gtgcggctca gccgtgggct ggtctgggct 
300 

gccacgacag ctcgcaacgc cctggtggtc tccttcgcag ccctggttgc gtactccttc 
360 

gaggtgactg gataccagcc tttcatccta acaggggaga cagctgaggg gctccctcca 
420 

gtccggatcc cgcccttctc agtgaccaca gccaacggga cgatctcctt caccgagatg 
480 

gtgcaggaca tgggagccgg gctggccgtg gtgcccctga tgggcctcct ggagagcatt 
540 

gcggtggcca aagccttcgc atctcagaat aattaccgca tcgatgccaa ccaggagctg 
600 

ctggccatcg gtctcaccaa catgttgggc tccctcgtct cctcctaccc ggtcacaggc 
660 

agctttggac ggacagccgt gaacgctcag tcgggggtgt gcaccccggc ggggggcctg 
720 

gtgacgggag tgctggtgct gctgtctctg gactacctga cctcactgtt ctactacatc 
780 

cccaagtctg ccctggctgc cgtcatcatc atggccgtgg ccccgctgtt cgacaccaag 
840 



3046 



WO 00/58473 



PCT/US00/08621 



accttccgga aaatggcggc tgccaggccc agcctgggcc gagtcctccc aggatcctct 
180 

gtcctgttcc tgtgtgacat gcaggagaag ttccgccaca acatcgccta cttcccacag 
240 

atcgtctcag tggctgcccg catgctcaag gtggcccggc tgcttgaggt gccagtcatg 
300 

ctgacggagc agtacccaca aggcctgggc cccacggtgc ccgagctggg gactngaggg 
360 

ccttcggccg ctggccaaga cctgcttcag catggtgcct gcctgcagca ggagctggac 
420 

agtcggcccc agctgcgctc tgtgctgctc tgtggcattg aggcacaggc ctgcatcttg 
480 

aacacgaccc tggacctcct agaccggggg ctgcaggtcc atgtggtggt ggacgcctgc 
540 

tcctcacgca gccaggtgga ccggctggtg gctctggccc gcatgagaca gagtggtgcc 
600 

ttcctctcca ccagcgaagg gctcattctg cagcttgtgg gcgatgccgt ccacccccag 
'660 

ttcaaggaga tccagaaact catcaaggag cccgccccag acagcggact gctgggcctc 
720 

ttccaaggcc agaactccct cctccactga actccaaccc tgccttgagg gaagaccacc 
780 

ctcctgtcac ccggacctca gtggaagccc gttcccccca tccctggatc ccaagagtgg 
840 

tgcgatccac caggagtgcc gcccccttgt gggggggggc agggtgctgc cttcccattg 
900 

gacagctgct cccggaaatg caaatgagac tcctggaaac tgggtgggaa ttggctgagc 
960 

caagatggag gcggggctcg gccccgggcc acttcacggg gcgggaaggg gaggggaaga 
1020 

agagtctcag actgtgggac acggactcgc agaataaaca tatatgtggc tgtgaaaaaa 
1080 

aaaaaaaaaa aa 
1092 

<210> 3900 
<211> 249 
<212> PRT. 
<213> Homo sapiens 

<400> 3900 

Xaa Asn Gly Asn Gin Pro Trp Glu Ala Arg 

15 10 
Pro Ser Glu Arg Arg Glu Val Arg Val Pro 

20 25 
Gly Arg Ser Gly Leu Glu Pro Gly Thr Phe 

35 40 
Arg Pro Ser Leu Gly Arg Val Leu Pro Gly 

, 50 55 
Cys Asp Met Gin Glu Lys Phe Arg His Asn 
65 70 

lie Val Ser Val Ala Ala Arg Met Leu Lys 

85 90 
Val Pro Val Met Leu Thr Glu Gin Tyr Pro 
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Lys Arg Pro Gin Arg Trp 
15 

Pro Pro His Leu Gin Arg 
30 

Arg Lys Met Ala Ala Ala 
45 

Ser Ser Val Leu Phe Leu 
60 

lie Ala Tyr Phe Pro Gin 
75 80 
Val Ala Arg Leu Leu Glu 
95 

Gin Gly Leu Gly Pro Thr 
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340 345 

<210> 3897 
<211> 366 
<212> DMA 

<213> Homo sapiens 
<400> 3897 

gccctgtggt ccggtccaga ccagggtgag gcatggagga ggctctgcac agccatttgc 
60 

agctcagcca gcaccgggtg atggcaggga ggcctgggct tctgcactgg cttctggcct 
120 

cttctgggca cccacgcttt gtccatgaat ggaaagcaat gctgacggct gcccaatgtg 
180 

tccaggacgt ttctgaaact cctgttcctc tccccgtccc tctctctgtc ccactgtcca 
240 

cctcagtgac ctcctctctt cgtggctctc accccacact ctgccactgc cacattttcc 
300 

tctgcgccca gcctctgcct ccacctgaaa ctttcctgga aatctcaaaa tgtaattcca 
360 

ggtccc 
366 

<210> 3898 
<211> 111 

<212> PRT ' 
<213> Homo sapiens 

<400> 3898 

Met Glu Glu Ala Leu His Ser His Leu Gin Leu Ser Gin His Arg Val 

1 5 ' 10 15 

Met Ala Gly Arg Pro Gly Leu Leu His Trp Leu Leu Ala Ser Ser Gly 

20 25 30 

His Pro Arg Phe Val His Glu Trp Lys Ala Met Leu Thr Ala Ala Gin 

35 40 45 

Cys Val Gin Asp Val Ser Glu Thr Pro Val Pro Leu Pro . Val Pro Leu 

50 55 60 ' 

Ser Val Pro Leu Ser Thr Ser Val Thr Ser Ser Leu Arg Gly Ser His 
65 70 75 80 

Pro Thr Leu Cys His Cys His He Phe Leu Cys Ala Gin Pro Leu Pro 

85 90 95 

Pro Pro Glu Thr Phe Leu Glu He Ser Lys Cys Asn Ser Arg Ser 
100 105 110 

<210> 3899 
<211> 1092 
<212> DNA 

<213> Homo sapiens 
<400> 3899 

ngaaacggta accagccctg ggaagcccgc aagaggcctc agcggtggcc gtccgagcgc 
60 

cgagaggtga gggtgccccc gcctcacctg cagaggggcc gttccgggct cgaacccggc 
120 
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gtttgaggct taatgctaaa tatgtgctaa atactggatt aatagatttc agtaaagctc 
1200 

gttcaaaaaa aaaaaaaaaa aaaaaaa 
1227 

<210> 3896 
<211> 346 
<212> PRT 

<213> Homo sapiens 
<400> 3896 

Lys Thr Leu Arg Val Val Val Tyr Glu Glu Glu Glu Glu Asp Gly Thr 

1 5 10 15 

Leu Lys Gin His Lys Glu Ala Lys Arg Phe Glu lie Ala Arg Ser Gin 

20 '25 30 

Pro Glu Asp Thr Pro Glu Asn Thr Val Arg Arg Gin Giu Gin Pro Ser 

35 40 45 

lie Glu Ser Thr Ser Pro lie Ser Arg Thr Asp Glu lie Arg Lys Asn 

50 55 60 

Thr Tyr Arg Thr Leu Asp Ser Leu Glu Gin Thr lie Lys Gin Leu Glu 
65 1 70 75 80 

Asn Thr lie Ser Glu Met Ser Pro Lys Ala Leu Val Asp Thr Ser Cys 

< 85 90 95 

Ser Ser Asn Arg Asp Ser Val Ala Ser Ser Ser His lie Ala Gin Glu 

100 105 110 

Ala Ser Pro Arg Pro Leu Leu Val Pro Asp Glu Gly Pro Thr Ala Leu 

115 120 125 

Glu Pro Pro Thr Ser lie Pro Ser Ala Ser Arg Lys Gly Ser Ser Gly 

130 135 140 

Ala Pro Gin Thr Ser Arg Met Pro Val Pro Met Ser Ala Lys Asn Arg. 
145 150 155 160 

Pro Gly Thr Leu Asp Lys Pro Gly Lys Gin Ser Lys Leu Gin. Asp Pro 

165 170 175 

Arg Gin Tyr Arg Gin Ala Asn Gly Ser Ala Lys Lys Ser Gly Gly Asp 

180 185 190 

Phe Lys Pro Thr Ser Pro Ser Leu Pro Ala Ser Lys lie Pro Ala Leu 

195 200 205 

Ser Pro Ser Ser Gly Lys Ser Ser Ser Leu Pro Ser Ser Ser Gly Asp 

210 215 • 220 

Ser Ser Asn Leu Pro Asn Pro Pro Ala Thr Lys Pro Ser lie Ala Ser 
225 230 235 240 

Asn Pro Leu Ser Pro Gin Thr Gly Pro Pro Ala His Ser Ala Ser Leu 

245 250 255 

lie Pro Ser Val Ser Asn Gly Ser Leu Lys Phe Gin Ser Leu Thr His 

260 265 270 

Thr. Gly Lys Gly His His Leu Ser Phe Ser Pro Gin Ser Gin Asn Gly 

275 280 285 

Arg Ala Pro Pro Pro Leu Ser Phe Ser Ser Ser Pro Pro Ser Pro Ala 

290 295 300 

Ser Ser Val Ser Leu Asn Gin Gly Ala Lys Gly Thr Arg Thr lie His 
305 310 315 320 

Thr Pro Ser Leu Thr Ser Tyr Lys Ala Gin Asn Gly Ser Ser Ser Lys 

325 330 335 

Ala Thr Pro Ser Thr Ala Lys Glu Thr Ser 
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260 265 270 

Gly Ser Leu Leu Ser Pro Leu Leu Glu Lys Pro Pro Pro Ser Trp Ser 

275 280 285 

Ala Met Arg Asn Arg Lys Tyr Asn Cys Thr Leu Cys Ser Arg Ser Asp 

290 295 300 

Thr lie Asp Thr Val Ser Val Pro Tyr Val Phe Arg Tyr Phe Val Ala 
305 310 315 320 

Glu Leu Ala Ala Met Asn lie Lys Val Lys Leu Asp Val Val 
325 330 

<210> 3895 

<211> 1227 • 

<212> DNA 

<213> Homo sapiens 

<400> 3895 

aagactttgc gagtggtagt ctatgaagaa gaggaagagg atggcaccct gaaacagcac 
60 

aaagaagcca agcgcttcga aatcgctagg tctcaacctg aagacacccc tgaaaacaca 
120 

gtgaggaggc aagagcagcc cagcattgag agtacatctc cgatttcaag aactgatgaa 
180 

attagaaaaa acacctacag aacattggat agcctggagc agaccattaa acagctcgaa 
240 

aatacaatca gtgaaatgag tcccaaagcc ctagttgata cctcatgttc ttccaacaga 
300 

gattctgttg caagttcatc ccacatagcc caagaggcct ctccccgacc cttgctagtt 
360 

ccggatgaag gtcccactgc cctagagccc cctacgtcga taccttcagc ttcacgtaag 
'420 

ggctccagcg gggccccaca gacgagcagg atgcctgtcc ccatgagtgc caagaacaga 
480 

cccggaaccc tggacaaacc cggcaagcag tccaaactgc aggatccccg ccaatatcgt 
54 0 

caggctaatg gaagtgctaa gaaatctggt ggggacttta agcctacttc cccctcctta 
600 

cctgcttcta agattccagc cctttctccc agctctggga aaagcagttc tctgccctct 
•660 

tqtagtggtg acagctctaa cctccctaat ccacctgcta ctaaaccatc gattgcttct 
720 

aaccctctca gcccccaaac aggaccacct gctcactctg cctccctcat cccttctgtc 
780 

tctaatggct ctttgaagtt tcagagcctc actcatacag gtaaaggtca ccatctttca 
840 .. 

ttctcaccgc agagtcaaaa tggccgagca ccccctcctt tgtcattttc ctcctcccct 
900 

ccttctcctg cctcctccgt ctcactgaat caaggtgcca agggcaccag gaccatccat 
960 

actcccagcc tcaccagcta caaggcacag aatggaagtt caagcaaagc caccccatcc 
1020 

acagcaaaag aaacctctta aaggtcaaat cctattaggc acaagtcgga gttacattta 
1080 

aaaaaaatta acagtctaca acaactgttt tcacaagaga atgtaacata ttgctgtatc 
1140 
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tatctttgtt caaaaagttc atgtcttctc aaaatatgaa atattgataa atggaagagc 
1260 

atacggtgac aagtctcctt tccaacccca ggttccctac accctgctct cagcaggcag 
1320 

tgagtgtcac acacctgtta atccatcttg agcaggacag tactatacaa atagaatgca 
1380 

agctgtaatg taattttata ttttcttata gccacgttga agtaaaaaca aacaggtaca ' 
1440 

gtgtttttta ccagctttat agaagtacag ttgttacata tttaatgaat acaatttgat 
1500 

gggtctgact atatgcacac acctttgata ccatcaccac aatcagggta ataaacatac 
1560 

ctgtcatctc caaaaaaaaa aaaaaaaaaa a 
1591 

<210> 3894 

<211> 334 

<212> PRT 

<213> Homo sapiens 

<400> 3894 

Arg Val Leu Gin Lys Leu Asp t Asp Asp Gly Leu Pro Phe lie Gly Ala 

1,5 10 15 

Lys Leu Gin Tyr Gly Asp Pro Tyr Tyr Ser Tyr Leu Asn Leu Asn Thr 

20 25 30 

Gly Glu Ser Phe Val Met Tyr Tyr Lys Ser Lys Glu Asn Cys Val Val 

35 40 45 

Asp Asn lie Lys Val Cys Ser Asn Asp Thr Gly Ser Gly Lys Phe Lys 

50 . 55 60 

Cys Val Cys lie. Thr Met Arg Val Pro Arg Asn Pro Thr lie Gly Asp - 
65 70 -75 80 

Lys Phe Ala Ser Arg His Gly Gin Lys Gly He Leu Ser Arg Leu Trp 

85 90 .95 

Pro Ala Glu Asp Met Pro Phe Thr Glu Ser Gly Met Val Pro Asp He 

100 105 .110 

Leu Phe Asn Pro His Gly Phe Pro Ser Arg Met Thr He Gly Met Leu 

115 120 125 

He Glu Ser Met Ala Gly Lys Ser Ala Ala Leu His Gly Leu Cys His 

130 135 140 

Asp Ala Thr Pro Phe lie Phe Ser Glu Glu Asn Ser Ala Leu Glu Tyr 
145 150 155 160 

Phe Gly Glu Met Leu Lys Ala Ala Gly Tyr Asn Phe Tyr Gly Thr Glu 

165 170 175 

Arg Leu Tyr Ser. Gly He Ser Gly Leu Glu Leu Glu Ala Asp. lie Phe 

180 185 190 

He Gly Val Val Tyr Tyr Gin Arg Leu Arg His Met Val Ser Asp Lys 

195 200 205 

Phe Gin Val Arg Thr Thr Gly Ala Arg Asp Arg Val Thr Asn Gin Pro 

210 -215 220 

He Gly Gly Arg Asn Val Gin Gly Gly He Arg Phe Gly Glu Met Glu 
225 230 235 240 

Arg Asp Ala Leu Leu Ala His Gly Thr Ser Phe Leu Leu His Asp Arg 

245 250 255 

Leu Phe Asn Cys Ser Asp Arg Ser Val Ala His Val Cys Val Lys Cys 
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130 135 140 

Gin Leu Glu Arg Met Glu Ser Thr Asn Leu Val Lys Leu Leu Glu Thr 
145 150 155 160 

Lys Pro Ser Thr Thr Ala Cys Cys Arg Ser Trp Ala Trp lie Leu Thr 
165 170 175 

Thr Ser Leu 



<210> 3893 

<211> 1591 

<212> DNA 

<213> Homo sapiens 

<400> 3893 

cgcgttctgc agaagttaga tgacgatgga ttgccgttta taggagcaaa actgcagtac 
60 

ggagatccgt attacagcta cctcaacctc aacaccgggg aaagttttgt gatgtactat 
120 

aagagtaaag aaaattgtgt tgtggataac atcaaagtgt gcagtaatga cactgggagt 
180 

ggaaaattca agtgtgtttg catcactatg agagtgcctc ggaacccaac tatcggagat 
240 ' 

aaatttgcca gtcgccatgg gcagaagggc attttaagca gattgtggcc ggctgaggac 
300 . 

atgcctttta ctgagagtgg gatggtccca gacattctgt tcaatcccca tggttttcca 
360 

tcccgcatga ccattgggat gttaattgag agtatggccg ggaagtctgc agctttgcat 
420 

ggtctctgcc atgatgctac acccttcatc ttctcagagg agaactcggc cttagaatac 
480 j 

tttggtgaga tgttaaaggc tgctggctac aatttctatg gcaccgagag gttatatagt 
540 

ggcatcagtg ggctagaact ggaagcagac atcttcatag gagtggttta ttatcagcgc 
600 " 

ttacgccata tggtctcaga caaatttcaa gtaaggacaa ctggagcccg agacagagtc 
660 

accaaccagc ctattggggg. aagaaatgtc cagggtggaa tccgttttgg ggagatggaa 
720 

cgggatgcgc ttttagctca tggtacatct tttctccttc atgaccgcct cttcaactgc 
780 

tcagatcggt cggtagccca tgtgtgtgtg aagtgtggca gtttactctc tccactgttg 
840 

gagaagccac ccccttcttg gtctgccatg cgcaacagaa aatacaactg tactctgtgt 
900 

agtcgcagtg acactatcga tactgtttct gtgccttatg tttttcggta ttttgtagct 
960 

gaactggcag ctatgaacat caaagtgaaa ctggatgttg tttaacttga tgttgacctt 
* 1020 

ttggattaag aggactatca gattaaagca aaatgtaatt ttaattcaat gaagatatca 
1080 

ttaccaggtt actcttgaga tttttcaacg gtgttagaac tctcaaccaa gacctgaaaa 
1140 

ccaagtatgc aaggtttctg aatctctctg gtagattaac tattgacaat gattttctgt 
1200 
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tcgcagtctt ttcggtgaaa gaagagacaa gttgaccctc tgcccatttc cttatggacc 
900 

tcacccatca tgccagcagg gtcataggac ctggccttgt tccaaatcat ctgggacatg 
960 

acccactccc cactgtcact gtgttgaaaa cagagacttg tttgtgtggc cccaacaccc 
1020 

ataaggaaac caggctttag gcccagggga gcagtggagg taagggctcc accccatctt 
1080 

aagctctgtc ttccgtggca caattccaag ttcttgacgt tagtaattgt taaaggaatg 
1140 

gcaaactgtt ttgttttgaa ggatctttct acagtctggt cttacccatg ttcctagcaa 
1200 

ccctgagatg attttcttcc atttaccaaa gcagccgggt cagtgctttc tcacgttgcc 
1260 , 

gtattcttca ggtattagtc agcttcagaa gccctgctcc catttttcca cccacccatt 
1320 

cccccataaa acagcttatt gtctccaaga caatagacat , ttaaaatgtg atgcgggttt 
1380 

atgatccaga ccacaatcag aattatatct. tgggtcattt atgtgccgtc tgttcttgat 
1440 

tctctatgct ctaaatcggt gtttttcaaa ctgtggttgc agtcctttgg tggattatgg 
1500 

ccagcatttt ttaaataggt agaatagaat aaagtaaaat agaaaatagc agagtacatt 
1560 

gctctcagtg taggtaagta ttgttttgtt agtcatatgt gcatgtgtgt actgagtgcc 
1620 

atgtaaaatg tattcctgct gtggtaagct gtggtcgagg agtttgaaag ccattgcttt 

1680 

caaattc 

1687 

<210> 3892 

<211> 179 

<212> PRT 

<213> Homo sapiens 

<400> 3892 

Val Arg Val Leu Asn He Trp Pro Tyr Pro Gin Gin Glu Cys Leu His 

1 5 10 15 

Ser -Pro Asn Trp Gin His Gin Thr Gly His Gly Thr Glu Ser Ser Gly 

20. 25 • 30 

Ser Gly Leu Phe Ala Leu Cys Thr Leu Asp Gly Thr Leu Lys Leu Met 

35 40 45 

Glu Glu Met Glu Glu Ala Asp Lys Leu Leu Trp Ser Val Gin Val Asp 

50 55 60 

His Gin Leu Phe Ala Leu Glu Lys Leu Asp Val Thr Gly Asn Gly His 
65 70 75 80 

Glu Glu Val Val Ala Cys Ala Trp Asp Gly Gin Thr Tyr He lie Asp 

85 90 95 

His Asn Arg Thr Val Val Arg Phe Gin Val * Asp Glu Asn He Arg Ala 

100 105 110 

Phe Cys Ala Gly Leu Tyr Ala Cys Lys Glu Gly Arg Asn Ser Pro Cys 

115 120 125 

Leu Val Tyr Val Thr Phe Asn Gin Lys He Tyr Val Tyr Trp Glu Val 
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<211> 101 
<212> PRT 

<213> Homo sapiens 
<400> 3890 

Ala Leu Pro Gly Pro Ser Leu Asp Gin Trp His Arg Ser Ala Gly Glu 

1 5 .10 15 

Glu Glu Asp Gly Pro Val Leu Thr Asp Glu Gin Val Pro Asn Pro Gly 

20 25 , 30 

His Glu Ala His Asp Gin Gly Gly Trp Asp Ala Arg Gin Ser He He 

35 40 45 

Arg Lys Val Val Asp Pro Glu Thr Gly Arg Thr Arg Leu He Lys Gly 

50 55 60 

Asp Gly Glu Val Leu Glu Glu lie Val Thr Lys Glu Arg His* Arg Glu 
65 70 75 80 

He Asn Lys Gin Ala Thr Arg Gly Asp Cys Leu Ala Phe Gin Met Arg 

'85 90 95 

Ala Gly Leu Leu Pro 
100 

<210> 3891 

<211> 1687 

<212> DNA 

<213> Homo sapiens 

<400> 3891 

ncctaggcta cacagaccgt gtggtgcgag ctttccgctg ggaggagcta ggtgagggtc 
60 

ctgaacatct ggccgtatcc acaacaagaa tgtctccact cacctaattg gcaacatcaa 
120 - 

acaggccacg gcactgagag tagtggctct ggcctctttg ccctgtgcac cctggatggg 
180 

acactgaagc tcatggaaga aatggaagaa gcagacaagc tgctgtggtc agtgcaggtg 
240 

gatcaccagc tctttgccct ggagaaactg gatgtcaccg gcaacgggca tgaggaggta 
300 

gttgcatgcg cctgggatgg acagacatat atcattgatc acaaccgcac cgtcgtccgc 
360 

ttccaagtgg atgaaaatat ccgtgccttc tgtgcaggcc tgtacgcctg caaagagggc 
420 

cgcaacagcc cctgcctcgt atatgtcact ttcaaccaga agatctatgt gtactgggag 
480 : 

gtgcagctgg agcggatgga gtctaccaat ctggtgaaac tgctggagac caagccgagt 
540 

accacagcct gctgcaggag ctgggcgtgg atcctgacga cctccctgtg actcgtgccc 
600 

tgcttcacca aacgctctac catccagacc agccaccaca gtgtgctccc tcaagcctcc 
660 

aggatcccac ctagctgtac ttgcctcata gctggtgaag gattcttctg aacccccacc 
720 

ctacccccta aaggtatctg tggtattggc aggataggga atatgcatta cagaaatgca 
780 

ggatttgact ctgggcatga aagatggcag cagccctagg gtgaccgtga actatagacc 
840 
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1025 1030 1035 1040 

lie Arg Asp Leu Leu Asp Thr Val Leu Pro His Leu Tyr Asn Glu Thr 

1045 1050 1055 

Lys Val Arg Lys Glu Leu lie Arg Glu Val Glu Met Gly Pro Phe Lys 

1060 10S5 1070 

His Thr Val Asp Asp Gly Leu Asp lie Arg Lys Ala Ala Phe Glu Cys 

1075 1080" 10B5 

Met Tyr Thr Leu Leu Asp Ser Cys Leu Asp Arg Leu Asp lie Phe Glu 

1090 1095 .1100 

Phe Leu Asn His Val Glu Asp Gly Leu Lys Asp His Tyr Asp lie Lys 
1105 1110 1115 1120 

Met Leu Thr Phe Leu Met Leu Val Arg Leu Ser Thr Leu Cys Pro Ser 

1125 1130 1135 

Ala Val Leu Gin Arg Leu Asp Arg Leu Val Glu Pro Leu Arg Ala Thr 

1140 1145 1150 

Cys Thr Thr Lys Val Lys Ala Asn Ser Val Lys Gin Glu Phe Glu Lys 

1155 1160 1165 

Gin Asp Glu Leu Lys Arg Ser Ala Met Arg Ala Val Ala Ala Leu Leu 

1170 1175 1180 

Thr lie Pro Glu Ala Glu Lys Ser Pro Leu Met Ser Glu Phe Gin Ser 
1185 1190 1195 1200 

Gin lie Ser Ser Asn Pro Glu Leu Ala Ala lie Phe Glu Ser lie Gin 

1205. 1210 1215 

Lys Asp Ser Ser Ser Thr Asn Leu Glu Ser Met Asp Thr Ser 
1220 1225 1230 



<210> 3889 
<211> 556 
<212> DNA 

<213> Homo sapiens 
<400> 3889 

gctctgccgg gcccctcgct ggaccagtgg caccgatcag ctggggagga agaggatggc 
60 

ccagtcctga cggatgagca ggtcccgaat ccaggccatg aagcccatga ccaaggagga 
120 

tgggatgccc ggcagagcat catccgcaag gtggtggacc ctgagacggg gcgcaccagg 
180 

cttattaagg gagatggcga ggtcctagag gaaatcgtaa ccaaagaacg acacagagag 
240 

atcaacaagc aagccacccg aggggactgc ctggccttcc agatgcgagc tgggttgctt 
300 

ccctgagggc ccccgctggc caaggcctgt ggacgacgct ggcggcccag cctgggcagg 
360 . 

tttcagggtg ccagtgggaa gcctgatggg tgctggtggc ctttcccccg tggattggtc 
420 

tctggcccag cccagtctct tctcaggggc agggggtgga ggttggggtc accggcctgc 

480 ^ . " l 

ttggcacccc catctgaaag. agcagcactt ctcagctatt aaaggccccc tggatagaca 

540 

aaaaaaaaaa aaaaaa 
556 

<210> 3890 
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595 600 605 

Pro Asn Thr Leu Gin lie Phe Leu Glu Arg Leu Lys Asn Glu lie Thr 

610 615 620 

Arg Leu Thr Thr Val Lys Ala Leu Thr Leu lie Ala Gly Ser Pro Leu 
625 ' 630 635 640 

Lys lie Asp Leu Arg Pro Val Leu Gly Glu Gly Val Pro lie Leu Ala 

645 650 655 

Ser Phe Leu Arg Lys Asn Gin Arg Ala Leu Lys Leu Gly Thr Leu Ser 

660 665 670 

Ala Leu Asp lie Leu lie Lys Asn Tyr Ser Asp Ser Leu Thr Ala Ala 

675 680 685 

Met He Asp Ala Val Leu Asp Glu Leu Pro Pro Leu He Ser Glu Ser 

690 695 700 

Asp Met His Val Ser Gin Met Ala He Ser Phe Leu Thr Thr Leu Ala" 
705 710 715 720 

Lys Val Tyr Pro Ser Ser Leu Ser Lys He Ser Gly Ser' He Leu Asn 

725 730 . 735 

Glu Leu He Gly Leu Val Arg Ser Pro Leu Leu Gin Gly Gly Ala Leu 

740 745 750 

Ser Ala Met Leu Asp Phe Phe Gin Ala Leu Val Val Thr Gly Thr Asn 

755 760 765 

Asn Leu Gly Tyr Met Asp Leu Leu Arg Met Leu Thr Gly Pro Val Tyr 

770 775 780 

Ser Gin Ser Thr Ala Leu Thr His Lys Gin Ser Tyr Tyr Ser He Ala 
785 790 * 795 . 800 

. Lys Cys Val Ala Ala Leu Thr Arg Ala Cys Pro Lys Glu Gly Pro' Ala 
805 810 815 

Val Val Gly Gin Phe He Gin Asp Val Lys Asn Ser Arg Ser Thr Asp 

820 825 830 

Ser lie Arg Leu Leu Ala Leu Leu Ser Leu Gly Glu Val Gly His His 

835 840 ^845 

He Asp Leu Ser Gly Glri Leu Glu Leu Lys Ser Val He Leu Glu Ala 

850 855 860 

Phe Ser Ser Pro Ser Glu Glu Val Lys Ser Ala Ala Ser Tyr Ala Leu 
865 870 875 880 

Gly Ser He Ser Val Gly Asn Leu Pro Glu Tyr Leu Pro Phe Val Leu 

885 890 > 895 

Gin Glu He Thr Ser Gin Pro Lys Arg Gin Tyr Leu Leu Leu His Ser 

900 905 910 

Leu Lys Glu He He Ser Ser Ala Ser Val Val Gly Leu Lys Pro Tyr 

915 920 925 

Val Glu Asn He Trp Ala Leu Leu Leu Lys His Cys Glu Cys Ala Glu 

930 935 940 

Glu Gly Thr Arg Asn Val Val Ala Glu Cys Leu Gly Lys Leu Thr Leu 
945 950 955 960 

He Asp Pro Glu Thr Leu Leu Pro Arg Leu Lys Gly Tyr Leu He Ser 

965 970 975 

Gly Ser Ser Tyr Ala Arg Ser Ser Val Val Thr Ala Val Lys Phe Thr 

980 985 990 

He Ser Asp His Pro Gin Pro He Asp Pro Leu Leu Lys Asn Cys He 

995 1000 1005 

Gly Asp Phe Leu Lys Thr Leu Glu Asp Pro Asp Leu Asn Val Arg Arg 

1010 1015 1020 

Val Ala Leu Val Thr Phe Asn Ser Ala Ala His Asn Lys Pro Ser Leu 
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165 170 175 

Leu Thr Cys Leu Leu Pro Gin Leu Thr Ser Pro Arg Leu Ala Val Arg 

180 . 185 190 

Lys Arg Thr lie lie Ala Leu Gly His Leu Val Met Sef Cys Gly Asn 

195 ' 200 205 

lie Val Phe Val Asp Leu lie Glu His Leu Leu Ser Glu Leu Ser Lys 

210 215 220 

Asn Asp Ser Met Ser Thr Thr Arg Thr Tyr He Gin Cys He Ala Ala 
225 - 230 235 240 

lie Ser Arg Gin Ala Gly His Arg He Gly Glu Tyr Leu Glu Lys He 

245 250 255 

He Pro Leu Val Val Lys Phe Cys Asn Val Asp Asp Asp Glu Leu Arg 

260 265 270 

Glu Tyr Cys He Gin Ala Phe Glu Ser Phe Val Arg Arg Cys Pro Lys 
275 280 / 285 

- Glu Val Tyr Pro His Val Ser Thr He He Asn He Cys Leu Lys Tyr 
290 295 300 

Leu Thr Tyr Asp Pro Asn Tyr Asn Tyr Asp Asp Glu Asp Glu Asp Glu 
. 305 310 315 320 

Asn Ala Met Asp Ala Asp Gly Gly Asp Asp Asp Asp Gin Gly Ser Asp 

325 330 335 

Asp Glu Tyr Ser Asp Asp Asp Asp Met Ser Trp Lys Val Arg Arg Ala 

340 345 350 

Ala Ala Lys Cys Leu Asp Ala Val Val Ser Thr Arg His Glu Met Leu 

355 - 360 365 

Pro Glu Phe Tyr Lys Thr Val Ser Pro Ala Leu He Ser Arg Phe Lys 

370 . 375 380 

Glu Arg Glu Glu Asn Val Lys Ala Asp Val Phe" His Ala Tyr Leu Ser 
385 : 390 395 400 

Leu Leu. Lys Gin Thr Arg Pro Val Gin Ser Trp Leu Cys Asp Pro Asp 

405 410 415 

Ala Met Glu Gin Gly Glu Thr Pro Leu Thr Met Leu Gin Ser Glii Val 

420 425 430 

Pro Asn He Val Lys Ala Leu His Lys Gin Met Lys Glu Lys Ser Val 

435 440 445 

Lys Thr Arg Gin Cys Cys Phe Asn Met Leu Thr Glu Leu Val Asn Val 

450 455 460 

Leu Pro Gly Ala Leu Thr Gin His He Pro Val Leu Val Pro Gly He 
465 470 475 480 

He Phe Ser Leu Asn Asp Lys Ser Ser Ser Ser Asn Leu Lys He Asp 

485 490 495 

Ala Leu Ser Cys Leu Tyr Val He Leu Cys Asn His Ser Pro Glh Val 

500 505 510 

Phe His Pro His Val Gin Ala Leu Val Pro Pro Val Val Ala Cys Val 

515 520 525 

Gly Asp Pro Phe Tyr Lys He Thr Ser Glu Ala Leu Leu Val Thr Gin 

530 535 540 

Gin Leu Val Lys Val He Arg Pro Leu Asp Gin Pro Ser Ser Phe Asp 
545 550 555 560 

Ala Thr Pro Tyr He Lys Asp Leu Phe Thr Cys Thr He Lys Arg Leu 

565 570 . 575 

Lys Ala Ala Asp He Asp Gin Glu Val Lys Glu Arg Ala He Ser Cys 

580 585 590 

Met Gly' Gin He He Cys Asn Leu Gly Asp Asn Leu Gly Ser Asp Leu 
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taagtgttca ctacttttcc tgattaaggg 
.4920 

accttatatt gtagttaaaa ttttatttaa 
4980 

tagcctcttc cttaaaattt gtggtgctcc 
5040 

agacatctcc taatgctgtg caaacatagt 
5X00 

ttgagtgacc aatttaagca atcagatatt 
5160 

tgaattagaa acacttttcc tgctgtatta 
5220 

attttaaatg ataacatact gtggttatta 
5280 

gataatgcag aagacatcac ttctagtaag 
5340 

ggtgccattt caaaatgtgg caggtgataa 
5400 

tagaagttta ttttgagatg ttagtatatt 
5460 . 

tgtggatata tttaagtatt tggttacatg 
5520 

ctaggactga acaggagact gacatgcata 
5580 

taaatccaaa tacttcaact ggcaaaaaaa 
5612 

<210> 3888 
<211> 1230 
<212> PRT 

<213> Homo sapiens 



<400> 3888 



Met 


Ala 


Ser 


Ala 


Ser 


Tyr His He 


1 








5 




Ser 


Ser 


Asp 


Lys 


Asp 


Phe Arg Phe 








20 






Glu 


Leu 


Gin 


Lys. 


Asp 


Ser He Lys 






35 






40 


Val 


Val 


Lys 


Met 


He 


Leu Lys Leu 




50 








55 - 


Gin 


Asn 


Leu 


Ala 


Val 


Lys Cys Leu 


65 










70 


Glu Tyr 


Gin 


Val 


Glu 


Thr lie Val 










85 




Ser Asp 


Lys 


Glu 


Gin 


Leu Arg Asp 








100 






Val 


He 


Gly 


Glu 


Leu 


Pro Pro Ala 






115 






120 


Asn 


Val 


Cys 


Lys 


Lys 


He Thr Gly 




130 








135 


Gin 


Glu 


Asp 


Val 


Ser 


Val Gin Leu 


145 










150 


Met 


Leu 


Ser 


Arg 


Gin 


Gly Gly Leu 



atctgtgctg gggaacaaag cttttgcagt 
catatccttc agtgagctca tttcacactg 
tgtaacagta agaactaatt ctgaaataaa 
ttacatgtat tgaaggaggc agttgttaaa 
tgaaaactgc accctttagt tttgaaactg 
ctacctgctt taacatccaa atatacagtg 
gattaacagc ttgattttga atgttcagat 
gattttgact agtgcattga tgttgaagtt 
tcttttacca taatttgcat aaaactgtaa 
atgtactatg catttctgtg gtatagatgt 
gttttacaat aaattacaat actgcaggct 
tgttgtgtga atgtcttagt tgggtaaagt 
aa 



< 



Ser Asn Leu Leu Glu Lys Met Thr 

10 15 
Met Ala Thr Asn Asp Leu Met Thr 
25 30 
Leu Asp Asp Asp Ser Glu Arg Lys 
45 

Leu Glu Asp Lys Asn Gly Glu Val 
60 

Gly Pro Leu Val Ser Lys Val Lys 

75 80 
Asp Thr Leu Cys Thr Asn Met Leu 

90 95 
He Ser Ser lie Gly Leu Lys Thr 
105 HO 
Ser Ser Gly Ser Ala Leu Ala Ala 
125 

Arg Leu Thr Ser. Ala lie Ala Lys 
140 

Glu Ala Leu Asp lie Met Ala Asp 
155 160 
Leu Val Asn Phe His Pro Ser lie 
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gaggtagaaa 
3300 

gcatttgagt 
3360 

tttctaaatc 
3420 

ttaatgttgg 
3480 

cttgttgagc 
3540 

gagtttgaaa 
3600 

accattccag 
3660 

aaccctgagc 
3720 

gaatcaatgg 
3780 

aatgcactga 
3840 

aaatgttcca 
3900 

ttttgtagca 
3960 

gtgttttagt 
4020 

atggagatag 
4080 

ttgtgaccat 
4140 

aaacaaaaac 
4200 

ttttagctgg 

4260 

aatttttaaa 
4320 

cgcacactaa 
4380 

cagattattc 
4440 

ttgcacagaa 
4500 

cttaatgcca 
4560 

cacttttttc 
4620 

cccatttgtg 
4680 

cgtttggatg 
4740 

atttttagga 
4800 

ttttagttga 
4860 



tgggtccatt 
gtatgtacac 
atgttgaaga 
tgagactgtc 
cattacgtgc 
aacaagatga 
aagcagagaa 
tggcggctat 
acactagtta 
attgacaggt 
cttttttttc 
tttatttcag 
ggttacagca 
ggtccagtat 
gaatttcttt 
catgtttctt 
cagacaagaa 
agataataag 
ttttgcatga 
ataatataga 
aacacattat 
gtgtgaattt 
tgttataaat 
tgtgtgtgat 
tctacattcc 
aaattctgaa 
gttaggtttt 



taaacatacg 
acttctagac 
tggtttgaag 
taccctttgt 
aacatgtaca 
attaaagcga 
gagtccactg 
ctttgaaagt 
gatgtttgtt 
taatcataag 
cttcatggag 
aaatgtgtat 
acatttgaaa 
ctatttaccc 
cttttataaa 
tttcttgtat 
tatccatata 
gtatcatttt 
gtaagtttac 
agttaaaata 
ctggagagaa 
gcagatgttt 
cttcttactt 
tccacttaga 
ttatcaaagg 
gccagctatc 
tccccatctc 



gttgatgatg 
agttgtcttg 
gaccattatg 
ccaagtgcag 
actaaggtaa 
tctgccatga 
atgagtgaat 
atccagaaag 
caccatgggg 
acatggaaag 
actgtttgtt 
ttccataatc 
tggaaactaa 
tgtaatgttt 
ttttctcatt 
aactttttgt 
agatttgtta 
taagtatgaa 
aaatatgtat 
agtattagtg 
agaaaggaga 
tcagaaaatc 
aaattttgaa 
aattcttaaa 
atataaatac 
acaggtttgt 
ctgtagagcg 



gtctggatat 
atagacttga 
atattaagat 
tactgcagag 
aggcaaactc 
gagcagtagc 
tccagtcaca 
attcatcatc 
accattacat 
agaagtgtct 
tggctttctt 
cagaggttgt 
aagttaggat 
aggattaaaa 
taaaaatcaa 
tttcagcaac 
accatttcag 
aattaacaat 
cgtctgtaaa 
caattttcag 
atttttgaga 
aagtcacagt 
tatttagttt 
accagatttt 
tgtgtatgct 
tagctaataa 
aatttacata 



tagaaaggca 
tatctttgaa 
gctgacattt 
gttggaccga 
agtaaagcag 
agcactacta 
gatcagttct 
tactaacttg 
atgaccatac 
aaaagcttca 
ccattgttgt 
aaaaccacta 
tttatggagt 
tgttaaaatt 
aaatcttgca 
ataaattgat 
agagtttggc 
atccctgttg 
gcagcatgtg 
atatttattt 
cttgggtttt 
aacaatttgc 
ttctcagtta 
tctttcattc 
tttgaatttt 
tagtattttc 
ttgtattggg 
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gtggcttgtg ttggagaccc attttacaaa attacatctg aagcacttct tgttactcaa 
1680 

cagcttgtca aagtaattcg tcctttagat cagccttcct cgtttgatgc aactccttat ' 
1740 

atcaaagatc tatttacctg taccattaag agattaaaag cagctgacat tgatcaggaa 
1800 

gtcaaggaaa gggctatttc ctgtatggga caaattattt gcaaccttgg agacaatttg 
1860 

ggttctgact tgcctaatac acttcagatt ttcttggaga gactaaagaa tgaaattacc 
1920 

aggttaacta cagtaaaggc attgacactg attgctgggt cacctttgaa gatagatttg 
1980 

aggcctgttc tgggagaagg ggttcctatc cttgcttcat ttcttagaaa aaaccagaga 
2040 

gctttgaaac tgggtactct ttctgccctt gatattctaa taaaaaacta tagtgacagc 
2100 

ttgacagctg ccatgattga tgcagttcta gatgagctcc cacctcttat cagcgaaagt 
2160 

gatatgcatg tttcacaaat ggccatcagt tttcttacca ctttggcaaa agtatatccc 
2220 

tcctqccttt caaagataag tggatccatt ctcaatgaac ttattggact tgtgagatca 
2280 

cccttattgc aggggggagc tcttagtgcc atgctagact ttttccaagc tctggttgtc 
2340 

actggaacaa ataatttagg atacatggat ttgttgcgca tgctgactgg tccagtttac 
2400 

tctcagagca cagctcttac tcataagcag tcttattatt ccattgccaa atgtgtagct 
2460 . 

gcccttactc gagcatgccc taaagaggga ccagctgtag taggtcagtt tattcaagat 
2520 

gtcaagaact caaggtctac agattccatt cgtctcttag ctctactttc tcttggagaa 
2580 

gttgggcatc atattgactt aagtggacag ttggaactaa aatctgtaat actagaagct 
2640 

ttctcatctc ctagtgaaga agtcaaatca gctgcatcct atgcattagg cagcattagt 
2700 

gtgggcaacc ttcctgaata tctgccgttt gtcctgcaag aaataactag tcaacccaaa 
2760 

aggcagtatc ttttacttca ttccttgaag gaaattatta gctctgcatc agtggtgggc 
2820 

cttaaaccat atgttgaaaa catctgggcc ttattactaa agcactgtga gtgtgcagag 
2880 

gaaggaacca gaaatgttgt tgctgaatgt ctaggaaaac tcactctaat tgatccagaa 
2940 

actctccttc cacggcttaa ggggtacttg atatcaggct catcatatgc ccgaagctca 
3000 

gtggttacgg ctgtgaaatt tacaatttct gaccatccac aacctattga tccactgtta 
3060 

aagaactgca taggtgattt cctaaaaact ttggaagacc cagatttgaa tgtgagaaga 
3120 

gtagccttgg tcacatttaa ttcagcagca cataacaagc catcattaat aagggatcta 
3180 

ttggatactg ttcttccaca tctttacaat gaaacaaaag ttagaaagga gcttataaga 
3240 
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nngggcccag 
60 

tcgtaccaca 
120 

atggctacaa 
180 

agcgaaagga 
24 0 

cagaacttag 
300 

gagacgattg 

360. 

atttcaagta 
420 

gcattagctg 
480 

caggaagatg 
540 

caaggaggac 
600 

accagcccta 
660 

agctgtggaa 
720 

aatgattcta 
780 

gctggtcata 
840 

aatgtagatg 
900 

agatgtccta 
960 

cttacctatg 
1020 

gctgatggtg 
1080 

atgagttgga 
1140 

catgaaatgc 
1200 

gagcgtgaag 
1260 

actcgtcctg 
1320 

ttaacaatgc 
1380 

gaaaaaagtg 
1440 

ttacctgggg 
1500 

aatgataaat 
1560 

ctctgtaacc 
1620 



cagccactga 
tctccaactt 
atgatctgat 
aagtcgtaaa 
ctgtgaaatg 
tagataccct 
ttggtcttaa 
ctaatgtatg 
tctctgttca 
ttcttgttaa 
gacttgcagt 
atatagtttt 
tgtcaacaac 
gaataggtga 
atgatgaatt 
aggaagtata 
atccaaatta 
gtgatgatga 
aagtgagacg 
ttccagaatt 
agaatgtaaa 
tacaaagttg 
ttcagagtca 
tgaagacccg 
ccctaactca 
caagctcatc 
attctcctca 



gccagcaggc 
gctggaaaaa 
gacagaactg 
gatgattctg 
tcttggtcct 
ctgca'ctaac 
aacagtaatt 
taaaaagatt 
gctagaagcc 
tttccatcct 
gaggaaaaga 
tgtagatctt 
aagaacctac 
ataccttgag 
aagagagtac 
tcctcatgtt 
'taattacgat 
tgatcaaggg 
tgcagctgcg 
ctacaagacc 
ggcagatgtt 
gctatgtgac 
ggttcccaac 
acagtgttgt 
acacattcct 
gaatttgaag 
agtcttccat 



gggatcgagg 
atgacatcca 
cagaaagact 
aagttgctgg 
ttagtgagta 
atgctttctg 
ggagaacttc 
actggacgtc 
ttggatatta 
tcaattctga 
accattatcg 
attgaacatc 
atacaatgta 
aagataattc 
tgtattcaag 
tctaccatta 
gatgaagatg 
agtgatgatg 
aagtgcttgg 
gtctctcctg 
tttcacgcat 
cctgatgcaa 
attgttaaag 
tttaacatgt 
gtacttg'tac 
atcgatgctt 
cctcacgttc 



ccggcaacat 
gcgacaagga 
ccatcaagct 
aggataaaaa 
aagtgaaaga 
ataaagaaca 
ctccagcttc 
ttacaagtgc 
tggctgatat 
cctgtctact 
ctcttggcca 
tgttgtcaga 
ttgctgctat 
ctttggtggt 
cctttgaatc 
taaatatttg 
aagatgaaaa 
aatacagtga 
atgctgtagt 
cactaatatc 
acctttctct 
tggagcaggg 
ctcttcacaa 
taactgagct 
caggaatcat 
tgtcatgtct 
aggctttggt 



ggcgagcgct 
cttcaggttt 
ggatgatgac 
tggcgaagtg 
gtaccaagtt 
acttcgagac 
cagtggctct 
aatagcaaaa 
gttgagcagg 
tccccagttg 
tctggttatg 
gttgtccaaa 
tagtaggcaa 
aaaattttgc 
atttgtaaga 
tcttaaatat 
tgcaatggat 
tgatgatgac 
tagcacaagg 
cagatttaaa 
tttgaagcaa 
agaaacacct 
acagatgaaa 
ggtaaatgta 
tttctcactg 
atacgtaatc 
tcctccagtg 
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atctcctcac tttttctccc aaagtagaaa aaaatgatat ctgaaaaaaa aaaaaaaaaa 
1620 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa a 
1671 • 

<210> 3886 
<211> 277 
<212> PRT 

<213> Homo sapiens 



<400> 3886 

Met Cys Cys Ser Leu Leu Ala Thr Gly Gly Ala Asp Arg Leu He His 

1 5 10 , 15 

Leu Trp Asn Val Val Gly Ser Arg Leu Glu Ala Asn Gin Thr Leu Glu 

20 25 30 

Gly Ala Gly Gly Ser He Thr Ser Val Asp Phe Asp Pro Ser Gly Tyr 

35 40 45 

Gin Val Leu Ala Ala Thr Tyr Asn Gin Ala Ala Gin Leu Trp Lys Val 

50 55 60 

Gly Glu Ala Gin Ser Lys Glu Thr Leu Ser Gly His Lys Asp Lys Val 
65 70 75 80 

Thr Ala Ala Lys Phe Lys Leu Thr Arg His Gin Ala Val. Thr Gly Ser 

85 90 95 

Arg Asp Arg Thr Val Lys Glu Trp Asp Leu Gly Arg Ala Tyr Cys Ser 

- 100 ■ 105 110 

Arg Thr He Asn Val Leu Ser Tyr Cys Asn Asp Val Val Xaa Trp Gly 

115 120 125 

Pro Tyr His His Xaa Ser Gly His Asn Asp Gin Lys He Arg Phe Trp 

130 135 140 

Asp Ser Xaa Gly Gly Pro Thr Ala Pro Arg Ser Ser Leu Xaa Gin Gly 
145 150 155 160 

Arg Val Thr Ser Leu Ser Leu Ser Xaa Arg Pro Thr Xaa His Leu Leu 

165 " 170 175 

Ser Cys Ser Arg Asp Asn Thr Leu Lys Val He Asp Leu Arg Val Ser 

180 185 190 

Asn He Arg Gin Val Phe Arg Ala Asp Gly Phe Lys Cys Gly Ser Asp 

195 200 205 

Trp Thr Lys- Ala Val Phe Ser Pro Asp Arg Ser Tyr Ala Leu Ala Gly 

210 215 220 

Ser Cys Asp Gly Ala Leu Tyr He Trp Asp Val Asp Thr Gly Lys Leu 
225 230 235 240 

Glu Ser Arg Leu Gin Gly Pro His Cys Ala Ala Val Asn Ala Val Ala 

245 250 255 

Trp Cys Tyr Ser Gly Ser His Met Val Ser Val Asp Gin Gly Arg Lys 

260 265 270 

Val Val Leu Trp Gin 
275 



<210> 3887 

<211> 5612 

<212> DNA 

<213> Homo sapiens 

<400>. 3887 
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<400> 3885 

cctaggctcc cccctcctcc catccccagc 
60 

gtaggccccg gctcagcttc ccaggaactt 
120 

ttcttcccat catgagggag accttgggag 
180 

accttcctgg gactgatctg ggtcaccctg 
240 

atcccagact tgagaggtta caagcctcca 
300 

agccatttgt acacacacca gccagtccct 
360 

ctgcctcagc cacctccctg acgctgtccc 
420 

attttaagaa gaggagaggt cactcaattg 
4B0 

tccctgtgtg tgtggctgcc cgacttccta 
540 

gccactggag gggctgaccg cctgatccac 
600 

gccaaccaga ccctggaggg agctggtggc 
660 

ggctaccagg ttttagcagc aacttacaac 
720 

gcacagtcca aggagacact gtctggacac 
780 

ctaacgaggc accaggcagt gactgggagc 
840 

ggccgtgcct attgctccag gaccatcaat 
900 

tggggaccat atcatcatnn tagtggccac 
960 

nnagggggcc ccactgcacc caggtcatcc 
1020 

ctcagcncac gaccaactnn gcacctgctc 
1080 

atcgacctgc gtgtcagcaa catccgccag 
1140 

tctgactgga ccaaagctgt gttcagcccg 
1200 

gatggggccc tttacatctg ggatgtggac 
1260 

ccccattgcg ctgccgtcaa cgccgtggcc 
1320 

gtggaccagg gcaggaaggt tgtgctctgg 
1380 

ggagctcttg cccgaagcct gaagcttcct 
1440 

tggagctggc cttgggattt aatggggaag 
1500 

aaaaatgaag tatgggttgg gggattacgc 
1560 



ctgggggaac cttcagcgtc tctcctccct 
ttgttggtgg gtactagtgg ggtaaggcag 
actttcatta ccaaatccat tgctgccccg 
gtctcctgat cttggagaag tcaagttctt 
ggtctctggc aaagtgtgga gatgatggac 
tagcatatct ctcttggttt tgtctcaggt 
actgtgtgga tgtggtgaag gggcttctgg 
ggggagcccc tgagcagcga taccagatca 
cccgggctca ggatgtgctg cagcctcctg 
ctctggaatg ttgtgggaag tcgcctggag 
agcatcacca gtgtggactt tgacccctcg 
caggctgccc agctctggaa ggttggggag 
aaggataagg tgacagctgc caaattcaag 
cgcgaccgga cagtgaagga gtgggacctc 
gtcctttcct actgtaatga cgtggtgntg 
aatgaccaga agatccggtt ctgggacagc 
ctgntgcagg gccgggtcac ctccctgagc 
agctgttccc. gagacaacac actcaaggtc 
gtgttcaggg ccgatggctt caagtgtggt 
gacagaagct atgcactggc aggctcctgt 
accgggaaac tggagagcag actacaggga 
tggtgctact ccgggagcca catggtgagc 
cagtagggcc acgacctgcc tgcctgggct 
tcggcgccat gcaggggttg gggttgggac 
aaggcctggc aggacctggc ctgtttgttt 
tagtttttct ttgtattttt atctctatct 
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aggcttatta agggagatgg cgaggtccta gaggaaatcg taaccaaaga acgacacaga 
540 

gagatcaaca aggtgggtgt ggcccctctg cctgccatcc gcccccagct ctgtttgtga 
600 

tgtacccctc ctcctgtgtg ctttcttccc cagcaagcca cccgagggga ctgcctggcc 
660 

ttccagatgc gagctgggtt gcttccctga gggcccccgc tggccaaggc ctgtggacga 
720 

cgctggcggc ccagcctggg caggtttcag ggtgccagtg ggaagcctga tgggtgctgg 
780 

tggcctttcc cccgtggatt ggtctctggc ccagcccagt ctcttctcag gggcaggggg 
840 

tggaggttgg ggtcaccggc ctgcttggca cccccatctg aaagagcagc acttctcagc 
900 

tattaaaggc cccctggata gacaaaaaaa aaaaaaaaaa aaa 
943 

<210> 3884 

<211> 199 

<212> PRT 

<213> Homo sapiens 

<400> 3884 



Xaa 


Arg 


Gly 


Arg 


Gly Ser 


Glu Lys Arg 


Lys 


Lys Lys 


Ser Arg 


Lys 


Asp 


1 








5 






10 






15 




Thr 


Ser 


Arg 


Asn 


Cys 


Ser 


Ala Ser Thr 


Ser 


Gin Glu Arg Ser 


Lys 


Gin 








20 






25 






30 






Lys 


Ala 


Arg 


Arg 


Arg 


Thr 


Arg Ser Ser 


Ser 


Ser Ser 


Ser Ser 


Ser 


Ser 






35 








40 






45 






Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser Ser Ser 


Ser 


Ser Ser 


Ser Ser 


Ser 


Ser 














55 




60 








Asp Gly 


Arg 


Lys 


Lys 


Arg 


Gly Lys Tyr 


Lys 


Asp Lys 


Arg Arg 


Lys 


Lys 


65 










70 






75 






80 


Lys 


Lys 


Lys 


Arg 


Lys 


Lys 


Leu Lys Lys 


Lys 


Gly Lys 


Glu Lys 


Ala 


Glu 










85 






90 






95 




Ala 


Gin 


Gin 


Val 


Glu 


Ala 


Leu Pro Gly 


Pro 


Ser Leu 


Asp Gin 


Trp 


His 








100 






105 






110 






Arg 


Ser 


Ala 


Gly 


Glu 


Glu 


Glu Asp Gly 


Pro 


Val Leu 


Thr Asp 


Glu 


Gin 






115 








120 






125 






Val 


Pro 


Asn 


Pro 


Gly His 


Glu Ala His 


Asp 


Gin Gly Gly Trp 


Asp 


Ala 




130 










135 




140 








Arg 


Gin 


Ser 


Val 


lie 


Arg 


Lys Val Val 


Asp 


Pro Glu Thr Gly 


Arg 


Thr 


145 










150 






155. 






160 


Arg 


Leu 


He 


Lys 


Gly Asp 


Gly Glu Val 


Leu 


Glu Glu 


He Val 


Thr. 


Lys 










165 






170 






175 




Glu 


Arg 


His 


Arg 


Glu 


He 


Asn Lys Val 


Gly 


Val Ala 


Pro Leu 


Pro 


Ala 








180 






185 






190 






He 


Arg 


Pro 


Gin 


Leu Cys 


Leu 













195 

<210> 3885 

<211> 1671 

<212> DNA 

<213> Homo sapiens 
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35 40 45 

Ser Cys Glu Leu Ser Cys Leu Glu Gly Pro Glu Glu Glu Leu Glu Gly 

50 . 55 60 

Ser Ser Glu Pro Glu Glu Trp Cys Pro Pro Met Pro Glu Arg Ser His 
65 70 75 80 

Leu Thr Glu Pro Ser Ser Ser Gly. Gly Trp Leu Val Thr Pro Ser Arg 

85 90 95 

Arg .Glu Thr Pro Ser Pro Thr Pro Ser Tyr Gly Gin Gin Ser Thr Ala 

100 105 110 

Thr Leu Thr Pro Ser Pro Pro Asp Pro Pro Gin Pro Pro Thr Asp Met, 

115 120 125 

Pro His Leu His Gin Met Pro Arg Arg Val Pro Leu Giy Pro Ser Ser 

130 135 140 

Pro Leu Ser Val Ser Gin Pro Met Leu Gly lie Arg Glu Ala Arg Pro 
145 150 155 160 

Ala Gly Leu Gly Ala Gly Pro Ala Ala Ser Pro His Leu Ser Pro Ser 

165 170 175 

Pro Ala Pro Ser Thr Ala Ser Ser Ala Pro Gly Arg Thr Trp Gin Gly 

180 185 190 

Asn Gly Glu Met Thr Pro Pro Leu Gin Gly Pro Arg Ala Arg Phe Arg 

195 200 205 

Lys Lys Pro Lys Ala Leu Pro Tyr Arg Arg Glu Asn Ser Pro Gly Asp 

210 215 220~ 

Leu Pro Pro Pro Pro Leu Pro Pro Pro Glu Xaa Arg Gly Glu Leu Gly 
225 230 235 240 

Pro Arg Ala Glu Gly Ser Arg Gin His Val Leu Pro Gly Ala Gly Ala 

245 250 255 

Gin Trp Gly Glu Glu Ser Gly Pro Gly Arg Ala Pro Gly Ser Pro Ala 

260 265 270 . 

Gly Ala Pro Pro Arg 
275 

<210> 3883 

<211> 943 

<212> DNA 

<213> Homo sapiens 

<400> 3883 

ncccggggac gggggtcgga aaagagaaag aagaagagca ggaaagacac ctcgaggaac 
60 

tgctcggcct ccacatccca agagagaagc aagcagaagg cccggaggag aacaagatcc 
120 

agctcctcct cctcttcttc cagttcttct agctcctctt cttcctcctc gtcctcctcc 
180 

tcttcctcca gtgatggccg gaagaagcgg gggaagtaca aggacaagag gaggaagaag 
240 

aagaagaaga ggaagaagct gaagaagaag ggcaaggaga aggcggaagc acagcaggtg 
300 

gaggctctgc cgggcccctc gctggaccag tggcaccgat cagctgggga ggaagaggat 
360 

ggcccagtcc tgacggatga gcaggtcccg aatccaggcc atgaagccca tgaccaagga 
420 

ggatgggatg cccggcagag cgttattcga aaggtggtgg acccagagac ggggcgcacc 
480 
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gagctggagg gcagctcaga gccagaggag 
240 

ctgacggagc ccagctccag tggagggtgg 
300 

tctcccacac cttcctatgg acagcagtcc 
360 

cctccccagc ccccaactga catgccccat 
420 

gggccgagtt cccctctcag tgtatcccag 
480 

gctggcttgg gtgctggccc tgcagcctca 
540 

acagccagca gtgccccagg cagaacctgg. 
600 

caaggacccc gtgctcgatt ccggaagaaa 
660 

agtcctgggg acttgccccc accacccttg 
720 

cctagagctg agggcagcag gcagcatgtc 
780 

gaaagcggtc caggccgtgc ccctggcagc 
840 

ctggctccca tacagcagac caagcttcct 
900 

cacggccggc agcaactctt ccaggggctc 
960 

ccggagccgg agtcggagtc agagccggag 
1020 

agaggaacca agatgaccct tgttggggca 
1080 

ggagtaggga tgtcttttcc cccccagcag 
1140 

tttccacgat ttcaattggc tgagaaggca 
1200 

. c'cacctgaga cttgtttata aaaaacaaaa 
1260 

ccctgtctgt ctggttctgt gcagcaggtt 
1320 

tcaacgcaca ctggtagctt ctgcttcccc 
13 80, 

agcacaatgc cct 
1393 



tggtgcccgc caatgcctga gagaagtcac 
ctggtcaccc catcccgaag ggaaaccccc 
acagccactc ttacaccctc acctcctgac 
ctccatcaga tgcccaggag ggtgcccctt 
cccatgctgg gcatccgtga agcgaggcct 
ccccacctca gccccagtcc tgcccctagc 
caggggaatg gggagatgac tcccccactt 
cccaaggctc ttccctacag gagggagaac 
ccaccgccag agngaagagg cgagctgggc 
ctccctggag cgggagcgca gtggggagag 
ccagcgggtg ctccacccag atgaagaggc 
gtcccggggc cagggcacca gcacatgttc 
cagcagctct aggggctccc ggggccctgg 
ccagagccaa aggccaggac agaaacgccg 
ttgagaatat catgagtgcc acggggaagg 
tgatgagtgg ggctagctga agcccattgg 
gagagctagc tcctcccttt ctttcttttt 
caataaaaag agtctgatca gagcccaggg 
gggaagaagg ggactgcagg gtcctgtata 
tgccatccgt caaaagcact aagttaggcc 



<210> 3882 
<211> 277 
<212> PRT 

<213> Homo sapiens 
<400> 3882 

Asp Leu Gly Pro Trp Ser Gin Tyr 

1 5 
Asp Ser Gly Ala Lys Gly Gly Lys 

'20 

Gin Met Pro Ser Leu Asn Trp Pro 



Ala Pro Pro Glu Trp Ser Gin Gly 

10 15 
Val Lys Leu Leu Gly Lys Pro Val 
25 30 
Glu Ala Leu Pro Pro Pro Pro Pro 
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gcaaggacct, aggctgggga tgtcctccga gcagagggtg aagtttctct cagttctctc 
2340 

cctgccactt ccagggatct gagcctgtgt tcagcctcct ccctaaccca ccctgggaga 
2400 

cacttggcct gttagattgt tccagagtct gcatggcact cctgaagaag ggagtgtgac 
2460 

ctgcagtcac caggagatga gggttaggtg tgcccagccc tccagacccg gcctttctgg 
2520 

ttaacccctg catgccaagc tgcctgctgc cccaggtcct cacctcaggc ctttgaaggg 
2580 

gcagcttctg gaagttgttt tctcctctgc ttggagagtt tgcccttgtc tgtcttggaa 
2640 

agtgtgggca gccacagatg cccccaaatc agagctcaca gtgagtgagc ccctaagctt 
2700 • 

cagtctgcaa taaagaatgc attggtttca aaaaaaaaaa ,aaaaaaaaaa aaaaaaaaaa 
2760 

aaaaaaaaa 
2769 

<210> 3880 
<211> 116 
<212> PRT 

<213> Homo sapiens 
<400> 3880 

Xaa Met Thr Thr Phe Ser Gin Leu Arg Asp Leu His Leu Glu Gly Asn 

1 5 10 15 

Phe Leu His Arg Leu Pro Ser Glu Val Ser Ala Leu Gin His Leu Lys 

20 25 30 

Ala lie Asp Leu Ser Arg Asn Gin Phe Gin Asp Phe Pro Glu Gin Leu 

35. 40 45 

Thr Ala Leu Pro Ala Leu Glu Thr lie Asn Leu Glu Glu Asn Glu lie 

50 55 60 

Val Asp Val Pro Val Glu Lys Leu Ala Ala Met Pro Ala Leu Arg Ser 
65 70 75 80 

lie Asn Leu Arg Phe Asn Pro Leu Asn Ala Glu Val Arg Val lie Ala 

85 90 95 

Pro Pro Leu lie Lys Phe Asp Met Leu Met Ser Pro Glu Gly Ala Arg 

100 105 110 

Ala Pro Leu Pro 
115 

<210> 3881 
<211> 1393 
<212> DNA 

<213> Homo sapiens 
<400> 3881 

gatctgggtc cctggagcca gtacgctcct ccagagtgga gccaggggga cagtggagcc 
60 

aagggaggca aagtgaagct tctggggaaa cctgtgcaga tgccctctct gaactggcca 
120 

gaagccctgc ccccacctcc tccttcttgt gaactgagct gcctagaagg gccggaggag 
180 
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ttgggctccc 




720 




c a c acra t croc 


cattgccagg 


780 




tgctgagagc 


cagttgctgc 


84 0 




tgagaactga 


cctaaataca 
uuL 33 ai 'y i -y 


900 






acctgaacta 
















caactctotc 


i nan 






pprf ct" a erf's 


lltu 




3 y wd 


w i»y ^.ay 






Lay L- V_ Cl y l_- Cl 










t" ^ A a r* r* a err* 


1 inn 




uuit i-y ciy y 


k> u^octLL uy 






rrcx t" t~ t~ <T"* 
LL.uyyL.L.L.L.L 


rafroa pah nfi 
v_ ciy y ci ci uy y 






ggacggtxgg 


U *— U w L. ct t» k_cl 


1DUU 




yt^i_L.yciciycici 


/•"•/-» t~ t" <*r.a /-> /-y 


15D U 




t~ cr cr a a r* a a cr r* 


r*A sr , t*r , acrt"CT 

uaa\« uay y 






acracraeaccfc 

ay "3 ^ v»c» *~ 


CTAaorrrcaci 


icon 
1DOU 




tacjacaaa to 


gccactttac 


1740 




caoacrcaota 


atcccfcgctc 


1800 




t c t c 1 1 crcrcra 


aggaactgat 


1860 




ctcaaaaciac 


tctgttcatt 






aagggttttc 


aggatgagga 


1980 




ggtgttgggg 


gcaagtgggg 


2040 




gtgccctgga 


gtggggtttc 


2100 




acacaatgta 


tgaccagagc 


2160 




tgacacctgg 


gagcttgtta 


2220 




agaccctgca 


ttttagcaag 


2280 





taagcagtac gtgcctccaa 
tattttctga gcccctgcgg 
cctgagaaga gaagacaacc 
gccctctgca gggcccagtc 
ggagtcctgg gagagctgtg 
catgtaggag cccgaggacc 
attccccaca gttaacaaat 
tcactcctga getgegggag 
tcttgtctaa agtgattaga 
tgccttgtca tggcctcctg 
cagctcccag gccaacgccc 
gcatcttagg gtatggtcag 
aactttcaat gctaaaactg 
ggagagggee tggggctctt 
ttggtcctca ggtatctacc 
ccccagaccc cacctgatct 
agcttgaggc aaagecagge 
tactcctaag gctaagatgt 
agaatgetec cagttccctc 
aggtegggee attgttgggc 
ctgetegtat cccaaggcct 
ggtcaagaca ggatgtccag 
gctgaagtcc tgtgcagget 
tccttgttga agaagaggca 
cttgcaactc aaagtgtggt 
ggaatgeaga gtctaggect 
acccccagct gattcctata 



gttacctcca 


gatcagcagg 


gtttgaggee 


ttgtttttag 


tccatctatt 


tattgettec 


ttcagtcctg 


tggtccctgg 


gtgggaatat 


gggctggcac 


agcaggctgg 


gaatggggag 


tggcggggtg 


ggaagtcctg 


aggtggccca 


gagaacagca 


tggccaccct 


caccactgtc 


ggggcagaag 


gcgatgtgga 


aaagccctga 


tgacctggtt 


gcaacagggt 


gaccagctgt 


ggacattacc 


cagcaagtgg 


gcttcccgag 


aacgcctgtg 


tcccaccttc 


tcctcatctg 


gcatctttgt 


ttgcatctcc 


cgtccaaatc 


ctgtgtgccg 


tgagagctca 


gaccactgct 


gtccctgccc 


aggtctcttg 


catcattgag 


cgctcagtat 


QQttQQtcaa 

33" v 3 3 v. 


actctgggca 


agctaccgag 


ttcatctgtg 


gcgctggccc 


cacctgcctt 


tccttctctg 


atgtgcacaa 


ctgtggacca 


geageggcag 


caccctatac 


ctcccgactc 


agcactttag 


agtttgagaa 
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180 185 190 

Asp Lys Pro Thr His lie lie Phe Gly Ser Asp Ser Glu Cys Glu Thr 

195 200 205 

Glu Glu Thr Ser Thr Gin Glu Gin. Ser His Pro Gly Glu Glu Trp Val 

210 215 220 . 

Lys Glu Ser Met Gly Lys Thr Ser Gly Lys Leu Phe Asp Ser Ser Asp 
225 230 235 240 

Asp Glu Glu Ser- Asp Ser Glu Asp Asp Ser Asn Arg Phe Lys lie Lys 

. 245 250 255 

Pro Gin Phe Glu Gly Arg Ala Gly Gin Lys Leu Met Asp Leu Gin Ser 

260 265 270 

His Phe Gly Thr Asp Asp Arg Phe Arg Met Asp Ser Arg Phe Leu Glu 

275 280 285 

Thr Asp Ser. Glu Glu Glu Gin Glu Glu Val Asn Glu Lys Lys Thr Ala 

290 295 300 

Glu Glu Glu Glu Leu Ala Glu Glu Lys Lys Lys Ala Leu Asn Val Val 
305 310 315 320 

Gin Ser Val Leu Gin lie Asn Leu Ser Asn Ser Thr Asn Arg Gly Ser 

325 330 335 

Val Ala Ala Lys Lys Phe Lys Asp lie lie His Tyr Asp Pro Thr Lys 

340 345 350 

Gin Asp His Ala Thr Tyr Glu Arg Lys Arg Asp Asp Lys Pro Lys Glu 
355 360 365 

Ser Lys 
370 

<210> 3879 
<211> 2769 
<212> DNA 

<213> Homo sapiens 
<400> 3879 

ntcatgacca cattcagtca gctccgagac ctccacctgg aggggaactt cctacaccgc 
60 

ctccccagcg aggtcagtgc cctgcagcac ctcaaggcca ttgacctgtc ccggaaccag 

120 ' * ' 

ttccaggact tccctgagca gcttaccgcc ctgccggcgc tggagaccat caacctggag 
180 

gagaacgaga tcgtagatgt gcccgtggag aagctggccg ccatgccagc cttgcgcagc 
240 

atcaacctcc gcttcaaccc actcaacgcc gaggtgcgcg tgatcgcccc gccgctcatc 
300 

aagtttgaca tgctcatgtc tccggaaggc gcaagagccc ccctacctta ggccaccctc 
360 

ctcatgccca cccagcaagg gacagaggcc acaggcctgg aaccctggaa gggagggagg 
420 

cccatgggag gccaagcctg ggggctgggg gcgggtgggc caagcagcac gtggtgggtg 
460 

gggtgcagct ggtctggata gatagcttac agcagtagtg ggctctggaa tgcccaaggg 
540 

aagaggcaag gtggggcctg cagcctggac tcggcactca cag'ctgctgt gcaaactcag 
600 

gcagatctcc tgccctctct gagccttgtc acttgaaaaa aacaggaccc tttccctcct 
660 
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ctttctatta gtaattcgtc agatgtgagt gctaaagata agcatgctga agacaatgag 
480 

aagcgtttgg cagccttgga agcgaggcaa aaagcaaaag aagtgcagaa gaagctggtg 
540 

cataatgctc tggcaaattt ggatggtcat ccagaggata agccaacgca catcatcttc 
600 

ggttctgaca gtgaatgtga aacagaggag acatcgactc aggagcagag ccatccagga 

660 ' . ' 

gaggaatggg tgaaagagtc tatgggtaaa acatcaggga agctgtttga tagcagtgat 
720 

gatgaggaat ctgattctga agatgacagt aataggttca aaattaaacc tcagtttgag 
780 

ggcagagctg gacagaagct catggattta cagtcgcact ttggcaccga tgacagattc 
840 

cgcatggact ctcgatttct agaaactgac agtgaagagg aacaggaaga ggtaaatgaa 
900 

aagaaaactg ctgaggaaga agagcttgct gaagaaaaaa agaaagccct gaatgttgta 
960 . 

caaagtgttt tgcaaatcaa cttaagcaat tctacaaaca gaggatcagt agctgctaag 
1020 

aaatttaagg acatcataca ttatgatcca acgaagcaag accatgccac ttacgaaaga 
1080 

aaaagagatg ataaaccaaa agaaagtaaa gc 
1112 

<210> 3878 
<211> 370 
<212> PRT 

<213> Homo sapiens . 
<400> 3878 

Xaa Asn Ser Met Lys His Glu Asp Pro Ser lie He Ser Met Glu Asp 

1 ' 5 .10 15 

Gly Ser Pro Tyr Val Asn Gly Ser Leu Gly Glu Val Thr Pro Cys Gin 

20 -25 30 

His Ala Lys Lys Ala Asn Gly Pro Asn Tyr He Gin Pro Gin Lys Arg 

35 40 45 

Gin Thr Thr Phe Glu Ser Gin Asp Arg Lys Ala Val Ser Pro Ser Ser 

50 55 60 

Ser Glu, Lys Arg Ser Lys Asn Pro He Ser Arg Pro Leu Glu Gly Lys 
65 70 75 80 

Lys Ser Leu Ser Leu Ser Ala Lys Thr His Asn lie Gly Phe Asp Lys 

85 90 95 

Asp Ser Cys His Ser Thr Thr Lys Thr Glu Ala Ser Gin Glu Glu Arg 

100 105 110 

Ser Asp Ser Ser Gly Leu Thr Ser Leu Lys Lys Ser Pro Lys Val Ser 

115 120 125 

Ser Lys Asp Thr Arg Glu He Lys Thr Asp Phe Ser Leu Ser He Ser 

130 135 140 

Asn Ser Ser Asp Val Ser Ala Lys Asp Lys His Ala Glu Asp Asn Glu 
145 150 155 160 

Lys Arg Leu Ala Ala Leu Glu Ala Arg Gin Lys Ala Lys Glu Val Gin 

165 170 175 

Lys Lys Leu Val His Asn Ala Leu Ala Asn Leu Asp Gly His Pro Glu 
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565 570 575 

Glu Asp Glu Lys Arg Xaa Gin Gin Arg Ser Ser His Arg Ser Gly Ser 

580 585 590 

Thr Leu Ser Ser Cys Pro Val Ser Ser Gly Arg Pro Ser Arg Thr Xaa 

595 ' 600 605 

Lys Leu Glu Val Pro Glu Asp lie Arg Ala Ala Leu Glu Ala Tyr Cys 

610 615 620 

Lys Lys Tyr Glu Gin Leu Lys Ala Met Arg Thr Leu Ser Trp Lys His 
6,25 630 635 640 

Thr Leu Gly Leu Val Thr Met Asp Val Glu Leu Ala Asp Arg Thr Leu 

645 650 655 

Ser Val Ala Val Thr Pro Val Gin Ala Val lie Leu Leu Tyr Phe Gin 

660 665 670 

Asp Gin Ala Ser Trp Thr Leu Glu Glu Leu Ser Lys Ala Val Lys Met 

675 680 685 

Pro Val Ala Leu Leu Arg Arg Arg Met Ser Val Trp Leu Gin Gin Gly 

690 695 700 

Val Leu Arg Glu Xaa Ser Pro Pro Ala Pro Ser Leu Ser Leu Arg Arg 
705 710 . 715 720 

Ser Gly Leu Arg Thr Gly Xaa Asn Met Val Leu He Asp Ser Asp Asp 

725 730 735 

Glu Ser Asp Ser Gly Met Ala Ser Gin Ala Asp Gin Lys Glu Glu Glu 

740 745 750 

Leu Leu Leu Phe Trp Thr Tyr He Gin Ala Met Leu Thr Asn Leu Glu 

.755 760 765 

Ser Leu Ser Leu Asp Arg He Tyr Asn Met Leu Arg Met Phe Val Val 

770 775 780 

Thr Gly Pro Ala Leu Ala Glu He Asp Leu Gin Glu Leu Gin Gly Tyr 
785 790 795 800 

Leu Gin Lys Lys Val Arg Asp Gin Gin Leu Val Tyr Ser Ala Gly Val 

805 810 815 

Tyr Arg Leu Pro Lys Asn Cys Ser 
820 

<210> 3877 
<211> 1112 
<212> DNA 

<213> Homo sapiens 
<400> 3877 

nngaattcca tgaaacatga ggatcccagt atcatatcca tggaagatgg gtccccatat 
60 

gttaatggct cattaggtga agtgactcca tgccaacatg caaagaaggc gaatggccca 
120 

aactatattc agcctcaaaa aagacagacc acttttgaaa gccaggatcg caaggcagtg 
180 

tcccctagca gttctgaaaa gagaagtaag aatcctattt ctaggccatt agaaggtaag 
240 

aagtccttaa gtcttagtgc aaagactcac aacataggct ttgacaaaga cagctgccat 
300 

agtaccacaa agacagaagc ttcacaggaa gagcggtctg attcaagcgg cctcacatct 
360 

ctcaagaaat caccaaaggt ctcatccaag gacactcggg aaatcaaaac tgatttctca 
420 
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130 135 140 

Gly Ala Gin Gly Leu Arg Glu Glu Val His Thr Met Leu Arg Gly Val 
145 150 * 155- 160 

Leu Phe Phe Ser Thr Pro Arg Thr Phe Gin Glu Met lie Gin Arg Leu 

165 170 175 

Tyr Gly Cys Phe Leu Arg Val Tyr Met Gin Ser Lys Arg Lys Gly Glu 

180 185 190 

Gly Gly Thr Asp Pro Glu Leu Glu Gly Glu Leu Asp Ser Arg Tyr Ala 

195 200 205 

Arg Arg Arg Tyr Tyr Arg Leu Leu Gin Ser Pro Leu Cys Ala Gly Cys 

210 215 220 

Ser Ser Asp Lys Gin Gin Cys Trp Cys Arg Gin Ala Leu Glu Gin Phe 
225 230 235 240 

His Gin Leu Ser Gin Val Leu His Arg Leu Ser Leu Leu Glu Arg Val 

245 250 255 

Ser Ala Glu Ala Val Thr Thr Thr Leu His Gin Val Thr Arg Glu Arg 

260 265 270 

Met Glu Asp Arg Cys Arg Gly Glu Tyr Glu Arg Ser Phe Leu Arg Glu 

275 280 285 

Phe His Arg Trp lie Glu Arg Val Val Gly Trp Leu Gly Lys Val Phe 

290 295 300 

Leu- Gin Asp Gly Pro Ala Arg Pro Ala Ser Pro Glu Ala Gly Asn Thr 
305 310 315 320 

Leu Arg Arg Trp Arg Cys His Val Gin Arg Phe Phe Tyr Arg lie Tyr 

325 330 335 

Ala Ser Leu Arg lie Glu Glu Leu Phe Ser lie Val Arg Asp Phe Pro 

340 345 350 

Asp Ser Arg Pro Ala lie Glu Asp Leu Lys Tyr Cys Leu Glu Arg Thr 

355 360 365 

Asp Gin Arg Gin Gin Leu Leu Val Ser Leu Lys Ala Ala Leu Glu Thr 

370 375 380 

Arg Leu Leu His Pro Gly Val Asn Thr Cys Asp lie lie Thr Leu Tyr 
385 390 395 400 

He Ser Ala He Lys Ala Leu Arg Val Leu Asp Pro Ser Met Val He 

405 410 415 

Leu Glu Val Ala Cys Glu Pro He Arg Arg Tyr Leu Arg Thr Arg Glu 

420 425 430 

Asp Thr Val Arg Gin He Val Ala Gly Leu Thr Gly Asp Ser Asp Gly 

,435 440 445 

Thr Gly Asp Leu Ala Val Glu Leu Ser Lys Thr Asp Pro Ala Ser Leu 

450 455 460 

Glu Thr Gly Gin Asp Ser Glu Asp Asp Ser Gly Glu Pro Glu Asp Trp 
465 470 475 480 

Val Pro Asp Pro Val Asp Ala Asp Pro Gly Lys Ser Ser Ser Lys Arg 

485 490 495 

Arg Ser Ser Asp He He Ser Leu Leu Val Ser He Tyr Gly Ser Lys 

500 505 510 

Asp Leu Phe He Asn Glu Tyr Arg Ser Leu Leu Ala Asp Arg Leu Leu 

515 520 525 

His Gin Phe Ser Phe Ser Pro Glu Arg Glu He Arg Asn Val Glu Leu 

530 535 540 

Leu Lys Leu Arg Phe Gly Glu Ala Pro Met His Phe Cys Glu Val Met 
545 550 555 * 560 

Leu Lys Asp Met Ala Asp Ser Arg Arg He Asn Ala Asn He Arg Glu 
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cggnnccagc agaggagcag ccaccgttcg gggtctacgc tgtcatcctg tccagtgagt 
1800 

tctggccgcc cttcaaggac gnagaagctg gaggtccccg aggatatcag ggcagccctg 
1860 

gaggcttact gcaagaagta tgagcagctc aaggccatgc ggaccctcag ttggaagcac 
1920 

accctgggcc tggtgaccat ggacgtggag ctggccgacc gcacgctgtc tgtggcggtc 
1980 

accccagtac aggcggtgat cttgctgtat tttcaggacc aagccagctg gaccctggag 
2040 

gaactgagca aggcggtgaa aatgcccgtg gcgctgctgc ggcggcggat gtccgtgtgg 
2100 

ctgcagcagg gtgtgctgcg tgagnngagc cccccggcac cttctctgtc attgaggagg 
2160 

agcggcctca ggaccgggna caacatggtg ctcattgaca gtgacgacga gagcgactcc 
2220 

ggcatggcct cccaggccga ccagaaggag gaggagctgc tgctcttctg gacgtacatc 
2280 

caggccatgc tgaccaacct ggagagcctc tcactggatc gtatctacaa catgctccgc 
2340 

atgtttgtgg tgactgggcc tgcactggcc gagattgacc tgcaggagct gcagggctac 
2400 

ctgcagaaga aggtgcggga ccagcagctc gtctactcgg ccggcgtcta ccgcctgccc 
2460 

aagaactgca gctgacacat cgcccgcccg cccgcccgcc cgccaggcgc tgccctgcag 
2520 

gtgctctcgt cctcccgtgc cagcccccgc ccgcccgtgt cccagaatgc actgctgagg 
2580 

agcatgccca cccccacccc cgcagtgtgc agattaaagc aagtcagatc atcaaaaaaa 
2640 

<210> 3876 
<211> 824 
<212> PRT 

<213> Homo sapiens 

<400> 3876 
Met Ala Ala Ala Val 

1 5 
Gly Gin Glu Leu Leu 
20 

Pro Pro Ala Ala Leu 
35 

Pro Pro Lys Glu Glu 

.50 

His Gly Leu< His Ser 
65 

Asn Asp Leu Gin Ala 
85 

Gin Cys Glu Asn Ser 
100 

Asp Ala Phe Gly Leu 
115 

Leu Glu Leu Leu Glu 



3019 



Val Val Ala Glu 
Val Ala 
Gly Leu 



Glu Leu 

55 
Val Leu 
70 

Asn lie 
Ala Asp 
Leu Glu 
Lys Trp 



Trp Asn 

25 
Val Ser 
40 

Arg Ala 



Glu Glu 

Ser Pro 

Glu Pro 
105 
Ser Arg 
120 

Thr Arg 



Gly Asp 
10 

Thr Val 

Ser Arg 

Ala Val 

Trp Phe 

75 
Glu Phe 
90 

Gin Cys 
Leu Asp 
Leu Gly 



Ser Asp 

Ser Thr 

Thr Ser 

45 
Glu Val 
60 

Val Glu 

Trp Asn 

Leu Leu 

Pro Tyr 
125 
Leu Leu 



Ser Arg Pro 
15 

Gly Leu Val 
30 

Gly Ala Val 

Leu Arg Gly 

Val Leu Gin 
80 

Ala lie Ser 
95 

Leu Leu Leu 
110 

Leu Arg Ser 
Met Gly Thr 
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tcttcccgga 
.180 
gttctgaggg 
240 

aacgatctgc 
300 

tctgcggatg 
360 

cgcctggatc 
420 

ctgatgggca 
480 

ttgttcttta 
540 

ttgagagtct 
600 

ggggagctgg 
660 

tgtgcagggt 
720 

catcagctca 
780 

gtgaccacca 
840 

tacgagcgct 
900 

ggcaaggtgt 
960 

ctgcgccgct 
1020 

atcgaggagc 
1080 

ctcaagtact 
1140 

gccctggaga 
1200 

atctctgcca 
1260 

tgtgagccta 
1320 

gggctgacgg 
1380 

ccggcgagcc 
1440 

gtcccggacc 
1500 

atcatcagcc 
1560 

tcgctgctgg 
1620 

aacgtggagc 
1680 

ctgaaggaca 
1740 



ccagcggtgc 
gccacgggct 
aggccaacat 
agccccagtg 
cctacctgcg 
ctggtgctca 
gcacccccag 
atatgcagag 
acagccggta 
gcagcagtga 
gccaggtctt 
ccctgcacca 
ccttcctgcg 
tcctgcagga 
ggcgctgcca 
tcttcagcat 
gcctggagag 
ctcggctcct 
tcaaggcgct 
tccgccgcta 
gggactcgga 
tggagacagg 
ctgtggatgc 
tgctggtcag 
ccgaccgcct 
tgctgaagct 
tggcggactc 



agtcccgcca 
acactcggtc 
ctcccctgag 
ccttttgcta 
tagcctagag 
ggggctgcga 
aaccttccaa 
taagaggaag 
tgcccgtcgc 
caagcaacag 
acacaggctc 
ggtgacccgg 
tgagttccac 
cggccccgcc 
cgtgcaaagg 
cgtccgagac 
gacggaccag 
gcatccaggc 
gcgcgtgctg 
cctgaggacg 
cgggacaggg 
ccaggacagt 
cgatccaggg 
catctacggc 
gctgcaccag 
gcgctttggc 
ccgccgcatc 



aaggaagagg 
ctggaggagt 
ttctggaatg 
ctccttgacg 
ctgctggaga 
gaagaagtcc 
gagatgatcc 
ggggaagggg 
cggtactacc 
tgctggtgtc 
agtctgctgg 
gagaggatgg 
aggtggatcg 
aggcccgcat 
ttcttctacc 
ttcccagact 
aggcagcagc 
gtcaacacgt 
gacccttcca 
cgggaggaca 
gacctggctg 
gaggatgact 
aagtcgagct 
agcaaggacc 
ttcagcttca 
gaggccccaa 
aatgccaaca 



agctccgggc 
ggttcgtgga 
ccatctccca 
cttttggcct 
aatggactcg 
acactatgtt 
agcgtctgta 
gcacagaccc 
ggctcctgca 
gccaggctct 
agcgggtcag 
aggaccgttg 
agcgggtggt 
ctcccgaggc 
gcatctacgc 
cccggccagc 
tgctcgtgtc 
gtgacatcat 
tggtcatcct 
cagtgcggca 
ttgagctgtc 
caggcgagcc 
ccaagcggcg 
tcttcatcaa 
gccccgagcg 
tgcacttctg 
tccgggagga 



ggcggtggag 
ggtgctgcag 
atgcgagaac 
gctggagagc 
cctgggcttg 
gcgcggagtc 
tgggtgcttc 
ggaactggaa 
gagcccgctg 
ggagcagttc 
tgccgaggct 
ccggggcgag 
cggctggctc 
cggcaacacc 
cagcctgcgc 
catcgaggac 
cctcaaggct 
caccctctat 
ggaggtggcc 
gattgtggct 
caagaccgac 
agaggactgg 
ttcatcggac 
tgagtaccgc 
ggagatccgc 
tgaagtcatg 
ggatgagaag 
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<211> 289 
<212> PRT 

<213> Homo sapiens 



<400> 3874 



Asp 


-He 


Ala 


Ala 


Glu 


Arg 


Ser 


Val 


His Arg 


Asp 


Pro 


Glu 


Gin 


Thr 


Glu 


1 








.5 








10 










15 




Gly Asp 


Pro 


Leu 


Lys 


Cys 


Ala 


Leu 


Asn Ser 


Lys 


He 


Leu 


Ser 


Val 


Met 








20 










25 








30 






Glu 


Ala 


Tyr 
35 


His 


Leu 


Ser 


Phe 


Glu 
40 


Arg Arg 


Gin 


Lys 


Ser 
45 


Ser 


Glu 


Ala 


Pro 


Val 
50 


Gin 


Ser 


Pro 


Gin 


Arg 
55 


Ser 


Val Asp 


Ser 


He 
60 


Ser 


Gin 


Glu 


iSer 


Ser 


Thr 


Ser 


Ser 


Phe 


Ser 


Ser 


Met 


Ser Ala Gly Ser 


Arg 


Gin 


Glu 


Glu 


65 










70 








75 










80 


Thr 


Lys 


Lys 


Asp 


Tyr Arg 


Glu 


Val 


Glu Lys 


Leu 


Leu 


Arg 


Ala 


Val 


Ala 










85 








90 










95 




Asp Gly 


Asp 


Leu 


Glu 


Met 


Val 


Arg 


Tyr Leu 


Leu 


Glu 


Trp 


Thr 


Glu 


Glu 








100 










105 








110 






Asp 


Leu 


Glu 
115 


Asp 


Ala 


Glu 


Asp 


Thr 
120 


Val Ser 


Ala 


Ala 


Asp 
125 


Pro 


Glu 


Phe 


Cys 


His 
130 


Pro 


Leu 


Cys 


Gin 


Cys 
135 


Pro 


Lys Cys 


Ala 


Pro 
140 


Ala 


Gin 


Lys 


Arg 


Leu 


Ala 


Lys 


Val 


Pro 


Ala 


Ser 


Gly Leu Gly Val 


Asn 


Val 


Thr 


Ser 


Gin 


145 










150 








155 










160 


Asp 


Gly 


Ser 


Ser 


Pro 
165 


Leu 


His 


Val 


Ala Ala 
170 


Leu 


His 


Gly 


Arg 


Ala 
175 


Asp 


Leu 


lie 


Arg 


Leu 


Leu 


Leu 


Lys His Gly Ala 


Asn 


Ala 


Gly 


Ala 


Arg 


Asn 








180 










185 








190 






Ala 


Asp 


Gin 


Ala 


val 


Pro 


Leu 


His 


Leu Ala 


Cys 


Gin 


Gin 


Gly His 


Phe 






195 










200 








205 








Gin 


Val 


Val 


Lys 


Cys 


Leu 


Leu Asp 


Ser Asn 


Ala 


Lys 


Pro 


Asn 


Lys 


Lys 




210 










215 








220 










Asp 


Leu 


Ser 


Gly 


Asn 


Thr 


Pro 


Leu 


He Tyr 


Ala 


Cys 


Ser 


Gly Gly His 


225 










230 








235 










240C 


Val 


Ala 


Leu 


Leu 


Leu Gin 


His Gly Ala Ser 


lie 


Asn 


Ala 
















245 








250 










255 




Leu 


Thr 


He 


Arg 


Gly Asn 


Thr 


Ala 


Leu' His 


Glu 


Ala 


Val 


He 


Glu 


Lys 








260 










265 








270 






His 


Val 


Phe 
275 


Val 


Val 


Glu 


Leu 


Leu 
280 


Leu Leu 


His 


Gly 


Ala 
285 


Ser 


Val 


Arg 



Cys 



<210> 3875 

<211> 2640 

<212> DNA 

<213> Homo sapiens 

<400> 3875 

atggcggcgg cagttgtggt ggcggagggg gacagcgact cccggcccgg acaggagttg 
60 

ttagtggcct ggaacaccgt gagcaccggc ctggtgccgc cggctgcgct ggggctggtg 
120 
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<211> 66 
<212> PRT 

<213> Homo sapiens 
<400> 3872 

Ala Glu Gly Lys Tyr Lys Asp Asp Pro Val Asp Leu Arg Leu Asp lie 

1 5 10 15 

Glu Arg Arg Lys Lys His Lys Glu Arg Asp Leu Lys Arg Gly Lys Ser 

•20 25 30 

Arg Glu Ser Val Asp Ser Arg Asp Ser Ser His Ser Arg Glu Arg. Ser 

35 40 45 

Ala Glu Lys Thr Glu Lys Thr His Lys Gly Ser Lys Lys Gin Lys Lys 

50 55 60 

Asp Leu 
65 

<210> 3873 

<211> 869 

<212> DNA 

<213> Homo sapiens 

<400> 3873 

. gacattgctg cagaacggag cgtccaccga gatccagaac agactgaagg agatcccctc 
60 

aagtgtgcat taaactcaaa gattctgtct gtaatggaag cctatcacct gtccttcgag 
120 

aggaggcaga agtcgtccga ggcccctgtg cagtccccgc agcgctccgt ggactccatc 
180 

agccaagagt cctccacttc cagcttctcc tccatgtcag ccggctcaag gcaggaggag 
240 

accaagaagg actacagaga ggtagaaaaa cttttgagag cagttgctga tggagatcta 
300 

gaaatggtgc gttacctgtt ggaatggaca gaggaggacc tggaggatgc ggaggacact 
360 

gtcagtgcag cggaccccga attctgtcac ccgttgtgcc agtgccccaa gtgtgcccca 
420 

gctcagaaga ggctggcgaa ggttcctgcc agtgggcttg gtgtgaacgt gaccagccag 
480 

gacggctcct ccccgctgca tgtcgccgcc ctgcacggcc gggcggacct catccgcctc 
540 

ctgctgaagc acggggccaa cgcaggtgcc aggaacgcag accaagccgt cccgctccac 
600 

ctggcctgcc agcagggcca ctttcaggtg gtgaagtgtc tgttagattc gaatgcaaaa 
660 

cccaataaga aggacctcag tggaaacacg cccctcattt acgcctgctc cggtggccat 
720 

cacgagcttg tggcactgct gctacagcac ggggcctcca ttaacgctct aacaataagg 
7B0 

ggcaacacag cgctgcacga ggctgtgatt gaaaagcacg tcttcgtggt agagctgctt 
840 

ctgctccacg gagcgtcagt taggtgctg 
869 

<210> 3874 
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gctctcggca gcctgcacgg cccggctcag ggccttgttg agctcctcta ggtcgcccag 
1080 

gtcgagctgg atggagtgcc ggtgtctccg ggctggtggg ggagaggctg tgggcggcca 
1140 

cttggcagct ggttgggctg aggtaggtcc tgcaggcgca tagtacacag cggcaggtgg 
1200 

ataaggcatg atgggaaccg aggaga 
1226 

<210> 3870 . 
<211> 100 
<212> PRT 

<213> Homo sapiens 



<400> 3870 


























Met 


Ala Ala 


Glu 


Ala Phe 


Pro 


Ser 


Asp 


Lys 


Leu 


Gin 


Ser 


Ala 


Gin 


Asp 


1 






5 








10 










15 




Ala 


lie His 


His 


Gly Pro 


Leu 


Gin 


Tyr 


Leu 


Thr 


His 


Gly Pro 


Gin 


Leu 






20 








25 










30 . 






Leu 


Leu Gly 


Ser 


Gin Trp 


His 


Leu 


Ser 


Val 


Ala 


Ser 


Tyr 


Leu 


Pro 


Gly 




35 








40 










45 








Pro 


Gly Trp 


Gly 


Thr Val 


Cys 


Gly His 


Glu 


Ala 


Arg 


Pro 


Pro 


Pro 


Ala 




50 






55 










60 










Pro 


Leu Pro 


Arg 


Gly Ser 


Ser 


He 


Pro 


Leu 


His 


Phe 


Trp 


Asn 


Val 


Cys 


65 , 






70 










75 










80 


Ala 


Ser Met 


Met 


Phe Val 


Tyr 


Leu 


Arg 


His 


Leu 


Lys 


He 


Tyr 


Phe 


Arg 



- 85 90 95 



Tyr Glu Gly Lys 
100 

<210> 3871 

<211> 473 

<212> DNA 

<213> Homo sapiens 

<400> 3871 

nggatcctta tggagtaact tctgtgggac atcctgcatc ccttccaagc ttgggtgaga 
60 

tgcctcacat ttcccagtgc ttcctctgca cccctccatt ggagtaaaaa ccacagtttg 
12 0 

tgggatggtt gagttgacag ctctgaatcc cagaaacctt aattttggct tatcttttga 
180 

taggctgagg gaaaatacaa agatgatcct gttgatctcc gccttgatat tgaacgtcgt 
240 

aaaaaacata aggagagaga tcttaaacga ggtaaatcga gagaatcagt ggattcccga 
300 

gactccagtc actcaaggga aaggtcagct gaaaaaacag agaaaactca taaaggatca 
360 

aagaaacaga agaaagacct ctgagagccg agacaagctg ggagcgaaag gagattttcc 
420 

cacaggaaag tcttcctttt ccattactcg agaggcacag gtcaatgtcc gga 
473 

<210> 3872 
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245 250 255 

Glu Gin Leu Arg Arg Leu Lys Asn Glu Met Glu Asn Glu Arg Trp His 

260 265 270 . ' 

Leu Gly Lys Thr lie Glu- Lys Leu Gin Lys Glu Met Ala Asp lie Val 

275 280 285 

Glu Ala Ser Arg Thr Ser Thr Leu Glu Leu Gin Asn Gin Leu Asp Glu 

290 295 300 

Tyr Lys Glu Lys Asn Arg Arg Glu Leu Ala Glu Met Gin Arg Gin Leu 
305 310 315 320 

Lys Glu Lys Thr Leu Glu Ala Glu Lys Ser Arg Leu Thr Ala Met Lys 

325 330 335 

Met Gin Asp Glu Met Arg Leu Met 
340 

<210> 3869 

<211> 1226 

<212> DNA 

<213> Homo sapiens 

<400> 3869 

ttttttttgg ctttgggtat tttttttgtc ttcttttctt tttttaagat caatattcat' 
60 

tcttcatttg ccctcgtaac gaaaatagat ttttaaatgc ctcaaatata caaacatcat 
120 

tgatgcacac acattccaga aatgcagagg tatgctgctg ccacggggta ggggtgcggg 
180 

aggcggcctg gcctcatggc cgcagaccgt gccccagccc gggcctggca ggtagctggc 
240 

cactgataaa tgccactggg atcctaggag aagctgggga ccatgcgtga ggtactgaag 
300 

gggaccatgg tggatggcat cctgggcact ttgtagcttg tctgagggaa aggcctctgc 
360 

tgccatagaa aagctggaca catgtcaccc tggggccctg acatcctaaa atgccccact 
420 

gactaccagt cactaggaga aaggtctccg gctatgccct tcccagtgat gcttgcccca 
480 

gagtgactgg tcacaggtgg gggacaggtt tgctccagaa accgtaggcc tttcttgtct 
540 

ggccccctaa agaggaccca agatcaggaa aactccccag tttaaaaaaa tatctgtcca 
600 

tctgtatata aaatacctat tattagctgg agttgcacac atgcaggacc aggagagact 
660 

gcctgaggtt ctgcctggac cgaaggaggc ctcgctcaca gcacctctgt gaggggactg 
720 

gtgctcctgg gaagtcactt ctcttggtga ccgagctgac accccctcca cttggaaagc 
780 

acagggactg agcaggcggg acctgtgctg gagggagacc ctcctggtga ggaactatgc 
840 

gggccttctg ggcctcagca gctccagccc actcctggcc tggcaggcca cctgcccacc 
900 

cacccaccca tctgcctctg gcccccagtg aagtcagaag aggcaggagc cccgcaggct 
960 

gtgagcctgg cgcaggtcgg ctgacagcga gcttctcatc tgcctggtgg tagagcggac 
1020 
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cgacagttag aggaggccct tgtgcacgcc agaaaggaag aaaaagaagc tgtgtcagcc 
660 

agaagggccc tggagaatga actggaggct gctcagggaa atctgagtca gactacccag 
720 

gagcagaagc agttgtctga gaagctcaaa gaggagagtg agcagaagga gcagctaaga 
780 

aggttgaaga acgagatgga gaatgagcgg tggcacctgg gcaaaaccat tgagaaactg 
840 

cagaaggaga tggcagacat tgttgaggcc tcccgtacct caaccctgga gctccagaac 
900 

cagctggatg agtataagga gaaaaaccgc agggagctcg cagaaatgca aagacagttg 
960 

aaggagaaaa cgctggaggc agaaaagtcc cgactgacag ccatgaaaat gcaggatgag 
1020 

atgcgtctga tg 
1032 

<210> 3868 

<211> 344 

<212> PRT 

<213> Homo sapiens 

<400> 3868 

Thr Arg Glu Gly Glu Leu Arg Lys Asn Leu Glu Glu Leu Phe Gin Val 

1 5 10 15 

Lys Met Glu Arg Glu Gin His Gin Thr Glu lie Arg Asp Leu Gin Asp 

20 ,25 30 

Gin Leu Ser Glu Met His Asp Glu Leu Asp Ser Ala Lys Arg Ser Glu 

35 40 45 

Asp Arg Glu Lys Gly Ala Leu He Glu Glu Leu Leu Gin Ala Lys Gin 

50 55 .60 

Asp Leu Gin Asp Leu Leii lie Ala Lys Glu Glu! Gin Glu Asp Leu Leu 
65 70 ' 75 80 

Arg Lys Arg Glu Arg Glu Leu Thr Ala Leu Lys Gly Ala Leu Lys Glu 

85 .90 95 

Glu Val Ser Ser His Asp Gin Glu Met Asp Lys Leu Lys Glu Gin Tyr 

100 105 110 

Asp Ala Glu Leu Gin Ala Leu Arg Glu Ser Val Glu Glu Ala Thr Lys 

115. 120 125 

Asn Val Glu Val Leu Ala Ser Arg Ser Asn Thr Ser Glu Gin Asp Gin 

130 135 140 

Ala Gly Thr Glu Met Arg Val Lys Leu Leu Gin Glu Glu Asn Glu Lys 
145 150 155 160 

Leu Gin Gly Arg Ser Glu Glu Leu Glu Arg Arg Val Ala Gin Leii Gin 

165 170 175 

Arg Gin He Glu Asp Leu Lys Gly Asp Glu Ala Lys Ala Lys Glu Thr 

180 185 190 

Leu Lys Lys Tyr Glu Gly Glu He Arg Gin Leu Glu Glu Ala Leu Val 

195 200 205 

His Ala Arg Lys Glu Glu Lys Glu Ala Val Ser Ala Arg Arg Ala Leu 

210 215 1 220 

Glu Asn Glu Leu Glu Ala Ala Gin Gly Asn Leu Ser Gin Thr Thr Gin 
225 230 235 240 

Glu Gin Lys Gin Leu Ser Glu Lys Leu Lys Glu Glu Ser Glu Gin Lys 
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tagtctgggt caaatagtac aaactgaata ttccttaacc aaaatgcttg gaagtaggcc 
420 

gggagcagcg gctcacccct gtaatcccag cattttggga ggccaaagca gacagatcac 
480 

tcaaggtcag ca 
492 

<210> 3866 

<211> 109 * 

<212> PRT 

<213> Homo sapiens 

<400> 3866 

Met Tyr Leu His Cys Asn lie Leu Thr Leu Val SerCys Ser His Thr 

1 . 5 10 15 

Ser His Asn Phe Lys Phe Leu Val Arg Leu Cys Ser Gin Gly Phe Arg 

20 .25 30 

lie He Asn Thr Asn Gly Leu Gly Gin Pro Ser His Ser Ser Leu Leu 

35 40 45 

Phe Thr Ser Leu Gin Leu Gin Leu Ser Phe Phe He Thr Leu Leu Phe 

50 55 60 

Leu Ser Ser Leu Gly Gin He Val Gin Thr Glu Tyr Ser Leu Thr Lys 
65 70 75 , .80 

Met Leu Gly Ser Arg Pro Gly Ala Ala Ala His Pro Cys Asn Pro Ser 

85 90 95 

He Leu Gly Gly Gin Ser Arg Gin He Thr Gin Gly Gin 
100 105 

<210> 3867 . - 

<211> 1032 

<212> DNA 

<213> Homo sapiens 

<400> 3867 

acgcgtgaag gggagctccg gaagaatctg gaggagctat tccaggtgaa gatggaacgg 
60 

gagcagcatc agactgagat cagggatctc caggaccagc tctcagaaat gcacgatgaa 
120 

ctggacagtg caaagcgatc ggaggacagg gagaagggag ctctgattga ggagctctta 
180 

caggcaaaac aggatcttca agatctgctg attgccaaag aggagcaaga agacctcttg 

. 240 

agaaagcgag agcgtgaact caccgccctg aagggagccc tgaaagaaga ggtttccagc 
300 

catgatcagg agatggacaa gctgaaggag caatatgatg ctgagttgca ggccctgagg 
360 

gagagtgtgg aagaagcaac caagaatgtc gaggtcttgg cgagcaggag caacacttca 
420 

gagcaagacc aggcggggac tgaaatgcgc gtgaagcttc tgcaggagga gaatgagaag 
480 

ctgcagggaa gaagcgaaga gctggagcgg agagttgctc agcttcaaag gcagatcgag 
540 

gacctgaaag gcgatgaagc caaggcgaag gaaacgctga agaagtacga gggagaaata 
600 
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<400> 3863 

acgcgtgaag ggggatccag atgctgataa cgaaggccca tcagcaggaa ctcctcacag 
60 , 

ctcactttga ggcttcctat tttctttaat cctggggtac agctcccacc tggacacttc 
120 

agttttgctc tcagttggga ctctgggaaa aaaactgtgt ggctgatctc cacgaggttc 
180 

ttctggtcga ggctccccga gaaccatctg gccatgggct ggcagccgag ttctcgcagt . 
240 

gtccaggctg acggtacatt ccaggctagc catcctatca taatcgaatc tgagtagatt 
300 

tttatcaatc gcttgggaca agccattgaa ttttcggaga g 
341 

<210> 3864 

<211> 108 " , 

<212> PRT 

<213> Homo sapiens 

<400> 3864 

Met Ala Cys Pro Lys Arg Leu lie Lys lie Tyr Ser Asp Ser lie Met 

1 5 10 .15 

lie Gly Trp Leu Ala Trp Asn Val Pro Ser Ala Trp Thr Leu Arg Glu 

20 25 30 

Leu Gly Cys Gin Pro Met Ala Arg Trp Phe Ser (Sly Ser Leu Asp Gin 

35 40 . 45 

Lys Asn Leu Val Glu lie Ser His Thr Val Phe Phe Pro Glu Ser Gin 

50 55 60 

Leu Arg Ala Lys Leu Lys Cys Pro Gly Gly Ser Cys Thr Pro Gly Leu 
65 . 70 75 80 

Lys Lys lie Gly Ser Leu Lys Val Ser Cys Glu Glu Phe Leu Leu Met 

85 ' 90. 95 

Gly Leu Arg Tyr Gin His Leu Asp Pro Pro Ser Arg 
100 105 

<210> 3865 

<211> 492 

<212> DNA 

<213> Homo sapiens 



<400> 3865 

nattgcaaaa caatatatga cacgtctttt 
60 

aatcaggaat tgacgataag cttactacat 
120 

gagacctatg tgaagcccac ttaattttct 
180 

tattctgaca cttgtttcat gcagccatac 
240 

ttgctcacaa ggtttcagga taattaatac 
300 

tctcctattt acttcactac aactacagct 
360 



accagccaca accttcaaca aaccaatatt 
tttgaaatta tctgactttc ctcatgaaat 
gaaacttcac atcatgtacc ttcattgtaa 
cagtcacaac tttaaatttt tagtcagact 
aaatggtttg ggccagccat cacacagcag 
ttcattcttc attacattac tttttctgag 
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caagccgtgc agcgcaacgg gcgcatcccc ggagttcagg cgcgcgacct ctttgcgcag 
420 ■ . 

atcgccggcg ccgtgcgcta cctgcacgat catcacctgg tgcaccgcga cctcaagtgc 
480 

gaaaacgtgc tgctgagccc ggacgagcgc cgcgtcaagc tcaccgactt cggcttcggc 
54 0 

cgccaggccc atggctaccc agacctgagc accacctact gcggctcagc cgtacgcgtc 
600 

acccgagtca tgcatttctt gagcacctac tgtctgccag gccccagagc tcatggcgaa 
660 

gagacttggg cccatccctg ccgaaaacga gacaattgaa aagtcaagta aaataaaaga 
720 

atgacatgga aataaaaaaa aaaaaaaa 
748 

<210> 3862 

<211> 210 

<212> PRT 

<213> Homo sapiens 

<400> 3862 



Met 


Ser 


Gly 


Asp Lys 


Leu 


Leu 


Ser 


Glu 


Leu 


Gly Tyr Lys 


Leu 


Gly 


Arg 


1 






5 










10 








15 




Thr 


lie 


Gly 


Glu Gly Ser Tyr 


Ser 


Lys 


Val 


Lys 


Val Ala 


Thr 


Ser 


Lys 








20 








25 








30 






Lys 


Tyr 


Lys 


Gly Thr Val 


Ala 


He 


Lys 


val 


Val 


Asp Arg 


Arg 


Arg 


Ala 






35 








40 • 








45 








Pro 


Pro 
50 


Asp 


Phe Val 


Asn 


Lys 
55 


Phe 


Leu 


Pro 


Arg 


Glu Leu 
60 


Ser 


He 


Leu 


Arg 


Gly 


Val 


Arg His 


Pro 


His 


He 


Val 


His 


Val 


Phe Glu 


Phe 


He 


Glu 


65 








70 










75 








80 


Val 


Cys 


Asn 


Gly Lys 
85 


Leu 


Tyr 


He 


Val 


Met 
90 


Glu 


Ala Ala 


Ala 


Thr 
95 


Asp 


Leu 


Leu 


Gin 


Ala Val 


Gin 


Arg 


Asn Gly 


Arg 


He 


Pro Gly 


Val 


Gin 


Ala 








100 








105 








110 






Arg 


Asp 


Leu 
115 


Phe Ala 


Gin 


He 


Ala 
120 


Gly 


Ala 


Val 


Arg Tyr 
125 


Leu 


His 


Asp 


His 


His 


Leu 


Val ^is 


Arg Asp 


Leu 


Lys 


Cys 


Glu 


Asn Val 


Leu 


Leu 


Ser 




130 








135 










140 








Pro 


Asp 


Glu 


Arg Arg 


Val 


Lys 


Leu 


Thr 


Asp 


Phe Gly Phe 


Gly 


Arg 


Gin 


145 








150 










155 








160 


Ala 


His 


Gly 


Tyr Pro 


Asp 


Leu 


Ser 


Thr 


Thr 


Tyr Cys Gly 


Ser 


Ala 


Val 








165 










170 








175 




Arg 


Val 


Thr 


Arg Val 


Met 


His 


Phe 


Leu 


Ser 


Thr 


Tyr Cys 


Leu 


Pro 


Gly 






180 








185 








190 






Pro 


Arg 


Ala 


His Gly Glu Glu 


Thr 


Trp 


Ala 


His 


Pro Cys 


Arg 


Lys 


Arg 






195 








200 








205 









Asp Asn 
210 



<210> 3863 

<211> 341 

<212> DNA 

<213> Homo sapiens 
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65 










70 










75 








80 


Gly 


Ser 


lie 


Arg 


Tyr 


Lys 


His 


Arg 


Tyr 


Ser 


Gly Arg Thr Ala 


Leu 


Gin 










85 










90 








95 




Met 


Ser 


Arg 


Asp 


Leu 


Ser 


He" 


Gin 


Leu 


Pro 


Arg Pro 


Asp Gin 


Asn 


Val 








100 










105 








110 






Thr 


Arg 


Ser 


Arg 


Ser 


Lys 


Thr 


Tyr 


Pro 


Lys 


Arg He 


Ala 


Gin 


Thr 


Gin 






115 










120 








125 








Pro 


Ala 


Glu 


Ser 


Asn 


Thr 


He 


Ser 


Arg 


He 


Thr Ala 


Asn 


Met 


Glu 


Asn 




130 










135 








140 










Gly Glu 


Asn 


Glu 


Gly Thr 


He 


Lys 


He 


He 


Ala Pro 


Ser 


Pro 


Val 


Lys 


145 










150 










155 








160 


Ser 


Phe 


Lys 


Lys 


Ala 


Lys 


Asn 


Glu 


Asn 


Ser 


Pro Asp 


Thr 


Gin 


Arg 


Ser 










165 










170 








175 




Lys 


Ser 


His 


Ala 


Pro 


Trp 


Glu 


Glu 


Asn 


Gly 


Pro. Gin 


Ser 


Gly 


Leu 


Tyr 








180 










185 








190 






Asn 


Ser 


Pro 


Ser 


Asp Arg 


Thr 


Lys 


Ser 


Pro 


Lys Phe 


Pro 


Tyr 


Thr Arg 






195. 










200 








205 








Arg 


Arg 


Asn 


Pro 


Ser 


Cys 


Gly Ser Asp Asn Asp Ser Val 


Gin 


Pro 


Val 




210 










215 








220 










Arg 


Arg 


Arg 


Lys 


Ala 


His 


Asn 


Ser 


Gly Glu Asp Ser Asp Leu 


Lys 


Gin 


225 










230 










235 








240 


Arg 


Arg 


Arg 


Ser 


Arg 


Ser 


Arg 


Cys 


Asn 


Thr 


Ser Ser Gly 


Ser 


Glu 


Ser 










245 










250 








255 




Glu 


Asn 


Ser 


Asn 


Arg 


Glu 


His 


Arg 


Lys 


Lys 


Arg Asn Arg 


He. 


Arg 


Gin 








260 










265 








270 






Glu 


Asn 


Asp 


Met 


Val 


Asp 


Ser 


Ala 


Pro 


Gin 


Trp Glu 


Ala 


Val 


■Leu Arg 






275 










280 








285 








Arg 


Gin 


Lys 


Glu 


Lys 


Asn 


Gin. 


Ala 


Asp 


Pro 


Asn Asn Arg Arg 


Ser 


Arg 




290 










295 








300 










His 


Arg 


Ser 


Arg 


Ser 


Arg 


Ser 


Pro 


Asp 


He 


Gin Ala 


Lys 


Glu 


Glu 


Leu 


305 










310 










315 








320 


Trp 


Lys 


His 


He 


Gin 


Lys 


Glu 


Leu 


Val 


Asp 


Pro Ser 


Gly Leu 


Ser 


Glu 










325 










330 








335 




Glu 


Gin 


Leu 


Lys 


Glu 


He 


Pro 


Tyr 


Thr 


Lys 


He Glu 











340 345 

<210> 3861 

<211> 748 

<212> DNA 

<213> Homo sapiens 

<400> 3861 

nagattggag tccggccgcc ccccgacagc agccgcctcc tgccttcctc gctgctaggc 
60 

gccaccatgt cgggagacaa acttctgagc gaactcggtt ataagctggg ccgcacaatt 
120 

ggagagggca gctactccaa ggtgaaggtg gccacatcca agaagtacaa gggtaccgtg 
180 

gccatcaagg tggtggaccg gcggcgagcg cccccggact tcgtcaacaa gttcctgccg 
240 

cgagagctgt ccatcctgcg gggcgtgcga cacccgcaca tcgtgcacgt cttcgagttc 
300 

atcgaggtgt gcaacgggaa actgtacatc gtgatggaag cggccgccac cgacctgctg 
360 
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cctaagcgaa tagcacaaac acagccagct gaatcaaaca ccatcagtag gataactgca 
420 

aacatggaaa atggagaaaa tgaaggaaca attaaaatta ttgcaccttc accagtaaaa 
480 

agctttaaga aagcaaagaa tgaaaatagc cctgataccc aaagaagcaa atctcatgca 

54,0 - * . 

ccgtgggaag aaaatggccc ccagagtgga ctctacaatt ctcccagtga tcgcactaag 

600 

tcgccaaagt tcccttacac gcgtcgccga aacccctcct gtggaagtga caatgattct 
660 

gtacagcctg tgaggaggag gaaagcccat aacagtggtg aagattcaga tcttaagcaa 
720 

aggaggaggt cacgttcacg ctgtaacacc agcagtggta gtgaatcaga aaattctaat 
780 , 
agagaacacc ggaaaaagag aaacagaata cggcaggaga atgatatggt tgattcagcg 
840 

cctcagtggg aagctgtatt aaggagacaa aaggaaaaaa accaagccga ccccaacaac 
900 

aggcgatcca gacacagatc tcgttcgaga agccccgata tccaagcaaa agaagagtta 
960 

tggaagcaca ttcaaaaaga acttgtggat ccatccggat tgtccgaaga acaattaaaa 
1020 

gagattccat acactaaaat agagtgagtg cctttcagaa tcttctcacc aaagctttat 
1080 

tagtgcttga cacaaggtga cccaatccgc atcaggcatt ctcattcgcc acgaagttac 
1140 

cgccagtatc gcaggtccca gtgttcagat ggggagcgat cagttctctc ggaagtgaat 
1200 

tcaaaaacag atcttgtacc accacttccg gtgacccatt cttcggatgc tcagggttct 
1260 

ggggatgcta cagttcatca gagaagaaat gggtctaaag atagcctgat ggaagaaaaa 
1320 

cctcagacat ctacaaacaa cctggctgga aaacacacag caaaaacaat aaaaactata 
1380 

caagcttccc gcctcaagac agagacttga tcctgatgaa gggtcaaggg taggggtggg 
1440 

aaggttgtg 
1449 

<210> 3860 

<211> 348 

<212> PRT 

<213> Homo sapiens 

<400> 3860 

Tyr Lys Asn Lys Lys Gin Val Gly Lys Tyr Phe Trp Pro Arg lie Thr 

1 5 '10 15 

Lys Val His Phe Lys Glu Thr Gin Phe Glu Leu Arg Val Leu Gly Lys 

20 25 30 

Asp Cys Asn Glu Thr Ser Phe Phe Phe Glu Ala Arg Ser Lys Thr Ala 

35 40 ' • 45 

Cys Lys His Leu Trp Lys Cys Ser Val Glu His His Thr Phe Phe Arg 

50 * 55 60 

Met Pro Glu Asn Glu Ser Asn Ser Leu Ser Arg Lys Leu Ser Lys Phe 
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tgctgctggg cagccccagc tcgctgagcc 
360 

agttcgacct gcccccggcc gcgatgccca 
420 

ccggctacgc ggcctccagg cagctcaaag 
480 

aatcgccttt tgcctcctcg tcggagcact 
540 

caccgcccgg ggagctggac ggagggatct 
600 

gcacgcccca tattagtggt ccgggcccgg 
660 

gcgacacttg ttcttcacac acccccattc 
720 

ggcagttttc ggatggaagc tcgagagccc 
780 

gggtggggtg gacgcgt 
797 

<210> 3858 
<211> 76 
<212> PRT 

<213> Homo sapiens 



ccttctctaa gcgcatcaag ctcgagaagg 
acacggagaa cgtgtactcg cagtggctcg 
atcccttcct tagcttcgga gactccagac 
cctcggagaa cgggagcttg cgcttctcca 
cggggcgcag cggcacggga agtggaggga 
gcaggcccag ctcaaaagag ggcagacgca 
ggcgtagtac ccagagagct caagatgtgt 
ttaagttctg agaaaatttg aagcccccgg 



<400> 3858 

Xaa Arg Ala Thr Thr Arg Thr Ala Ser Gly Ala Arg Ser Trp Ala Trp 

1 .5 10 15 

Ala Thr Arg Ala Ala Pro Cys Pro Thr Ser Cys Arg Ala Trp Cys Ser 

20 25 30 

Ala Pro Cys Ser Thr Ser Ala Arg Pro Ser Thr Arg Ser Trp Ala Arg 

35 40 45 

Ser He Ser Ala Ala Thr Trp Pro Arg Pro Arg Ala Thr Gly. Thr Leu 

50 55 60 

Ala Thr Lys Thr Arg Trp Pro Ala Ser Arg Thr Ala 
■65 70 75 

<210> 3859 
<211> 1449 
<212> DNA 

<213> Homo sapiens 



<4O0>- 3859 

tacaagaata aaaagcaagt 
60 

aaggagactc aatttgaact 
120 

tttgaagctc ggagtaaaac 
180 

acatttttta gaatgccaga 
240 

ggatccatac gttataagca 
300 

ctttctattc agcttccccg 
360 



ggggaagtat ttctggcctc 
cagagtactg ggaaaagatt 
tgcttgcaag cacctctgga 
aaatgaatcc aattcactgt 
ccgctacagt ggcaggacag 
gcctgatcag aatgtgacaa 



ggattacaaa ggttcacttc 
gtaacgaaac ctcattcttt 
agtgcagtgt ggaacatcat 
caagaaaact cagcaagttt 
ctttgcaaat gagccgagat 
gaagtcgaag caagacttac 
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35 40 45 . 

Gly lie val Asp Tyr Gly Pro Arg Pro Asn Lys Ser Glu Met Trp Asp 

50 55 60 

Val Phe Cys Tyr Arg Met Lys Asp Val Asn Cys Thr- Cys Lys Val Gly 
65 70 75 80 

Tyr Val Gly Asp Gly Phe Ser Cys Ser Gly Asn Leu Leu Gin Val Leu 

85 90 95 . 

Met Ser Phe Pro Ser Leu Thr Asn Phe Leu Thr Glu Val Leu Ala Tyr 

100 105 110 

Ser Asn Ser Ser Ala Arg Gly Arg Ala Phe Leu Glu His Leu Thr Asp 

115 120 125 

Leu Ser lie Arg Gly Thr Leu Phe Val Pro Gin Asn Ser Gly Leu Gly 

130 135 • 140 

Glu Asn Glu Thr Leu Ser Gly Arg Asp He Glu His His Leu Ala Asn 
145 150 155 160 

Val Ser Met Phe Phe Tyr Asn Asp Leu Val Asn Gly Thr Xaa Pro Ala 

165 . 170 175 

Asn Glu Gly Gly Lys Gin Ala Ala His His Cys Gin Pro Gly Pro Thr 

180 185 190 

Xaa Gin Pro Thr Glu Thr Arg Phe Val Asp Gly Arg Ala He Leu Gin 

195 200 205 

Trp Asp He Phe Ala' Ser Asn Gly He lie His Val He Ser Arg Pro 

210 215 220 

Leu Lys Ala Pro Pro Ala Pro Val Thr Leu Thr His Thr Gly Leu Gly 
225' 230 ' 235 240 

Ala Gly He Phe Phe Ala He lie Leu Val Thr Gly Ala Val Ala Leu 

245 250 255 

Ala Ala Tyr Ser Tyr Phe Arg He Asn Arg Arg Thr lie Gly Phe Gin 

260 265 . 270 

His Phe Glu Ser Glu Glu Asp lie Asn Val Ala Ala Leu Gly Lys Gin 

275 280 285 

Gin Pro Glu Asn lie Ser Asn Pro Leu Tyr Glu Ser. Thr Thr Ser Ala 

290 295 300 

Pro Pro Glu Pro Ser Tyr Asp Pro Phe Thr Asp Ser Glu Glu Arg Gin 
305 ' ' * 310 315 320 

Leu Glu Gly Asn Asp Pro Leu Arg Thr Leu 
325 330 

<210> 3857 

<211> 797 

<212> DNA 

<213> Homo sapiens 

<400> 3857 

nngcgcgcca ccacgagaac agcntccggg gcgcggtcgt gggcgtgggc gacgagagcc 
60 

gcgccctgcc cgacgtcatg cagggcatgg tgctcagctc catgcagcac ttcagcgagg 
120 

ccttccacca ggtcctgggc gagaagcata agcgcggcca cctggccgag gccgagggcc 
180 

acagggacac ttgcgacgaa gactcggtgg ccggcgagtc ggaccgcata gacgatggca 
240 

ctgttaatgg ccgcggctgc' tccccgggcg agtcggcctc ggggggcctg tccaaaaagc 
300 
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cagaactgtg gctctggtgt 
180 

gaaatgtggg atgtcttctg 
240 

tatgtgggag atggcttctc 
300 

tcactcacaa acttcctgac 
360 - 

gcatttctag aacacctgac 
420 

agtgggctgg gggagaatga 
480 

gtcagcatgt ttttctacaa 
540 

aagcaagctg ctcatcactg 
600 

gttgatggaa gagccattct 
660 

atttccaggc ctttaaaagc 
720 

gcagggatct tctttgccat 
780 

tactttcgga taaaccggag 
840 

aatgttgcag ctcttggcaa 
900 

acaacctcag ctcccc.caga 
960 

cttgagggca atgacccctt 
1020 

actcactgcc acctgggcca 
1080 

taaagtcctt taagcactca 
1140 

tctgtgggtg agagatgtgt 
1200 

ggctcttctt cctttgtact 
1260 

taactgtgat ctttcttccc 
1320 

gcccagtgcc tgacacagga 
1377 

<210> 3856 

<211> 330 

<212> PRT 

<213> Homo sapiens 

<400> 3856 

Xaa Ala Ala Thr Met Ala 

1 5 
Ala Lys Tyr His Leu Cys 
20 

Ala Tyr Pro Thr Ala Phe 



ggttgggata gtggactatg 
ctatcggatg aaagatgtga 
atgcagtggg aacctgctgc 
ggaagtgctg gcctattcca 
tgacctgtcc atccgcggca 
gaccttgtct gggcgggaca 
tgaccttgtc aatggcaccn 
ccagccagga cccactnncc 
gcagtgggac atctttgcct 
accccctgcc cccgtgacct 
catcctggtg actggggctg 
aacaatcggc ttccagcatt 
gcagcagcct gagaatatct 
accttcctac gaccccttca 
gaggacactg tgagggcctg 
tcaactgtga attctcagca 
gaagccatac ctcatctctc 
tgctgtgccc acccagtaca 
cttcagctgg cacctgctcc 
tgttagattg taagcctccg 
actgtgcaca ataaaggttt 



Thr Tyr Asn Gin Leu 
10 

Ser Ala Gly Trp Leu 
25 

Ala Ser Gin Asn Cys 



gacctagacc caacaagagt 
actgcacctg caaggtgggc 
aggtcctgat gtccttcccc 
acagctcagc tcgaggccgt 
ccctctttgt gccacagaac 
tcgagcacca cctcgccaat 
accctgcaaa cgagggtggg 
aaccgacgga gaccaggttt 
ccaatgggat cattcatgtc 
tgacccacac tggcttggga 
ttgccttggc tgcttactcc 
ttgagtcgga agaggacatt 
cgaacccctt gtatgagagc 
cggactctga agaacggcag 
gacgggagat gccagccatc 
ccagttgcct tttaggaacg 
tggctgatct gggggttgtt 
gcttcctcct ctgacccttt 
attctgccct acatgatggg 
tctttgtatc ccagccccta 
atggaacaga aacaaaa 



Ser Tyr Ala Gin Lys 
15 

Glu Thr Gly Arg Val 
30 

Gly Ser Gly Val Val 
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<210> 3853 

<211> 375 

<212> DNA 

<213> Homo sapiens 

<400> 3853 

cgtacgcata tggccgatga aaataaaaat gaatatgctg cacaattaca aaactttaat 
60 

ggagaacaac ataaacattt ttatgtagtg attcctcaga tttacaagca actacaagaa 
120 

atggacgaac gaaggactat taaactcagt gagtgttaca gaggatttgc tgactcagaa 
180 

cgcaaagtta ttcccatcat ttcaaaatgt ttggaaggaa tgattcttgc agcaaaatca 
240 

gttgatgaaa gaagagactc tcaaatggtg gtagactcct tcaaatctgg ttttgaacct j 
300 

ccaggagact ttccatttga agattacagt caacatatat atagaaccat ttctgatggg 
360 

actatcagtg catcc 
375 

<210> 3854 
<211> 125 
<212> PRT 

<213> Homo sapiens 
<400> 3854 



Arg. Thr 


His 


Met 


Ala Asp Glu 


Asn 


Lys 


Asn 


Glu 


Tyr 


Ala 


Ala 


Gin 


Leu 


.1 








5 






10 










15 




Gin 


Asn 


Phe 


Asn 

20 


Gly Glu Gin 


His 


Lys 
25 


His 


Phe 


Tyr 


Val 


Val 
30 


He 


Pro 


Gin 


lie 


Tyr 
35 


Lys 


Gin Leu Gin 


Glu 
40 


Met 


Asp 


Glu 


Arg 


Arg 
45 


Thr 


He 


Lys 


Leu 


Ser 
50 


Glu 


Cys 


Tyr Arg Gly 
55 


Phe 


Ala 


Asp 


Ser 


Glu 
60 


Arg 


Lys 


Val 


He 


Pro 


He 


He 


Ser 


Lys Cys Leu 


Glu 


Gly 


Met 


lie 


Leu 


Ala 


Ala 


Lys 


Ser 


65 








.70 








75 










80 


Val 


Asp 


Glu 


Arg 


Arg Asp Ser 
85 


Gin 


Met 


Val 
90 


Val 


Asp 


Ser 


Phe 


Lys 
95 


Ser 


Gly Phe 


Glu 


Pro 


Pro Gly Asp 


Phe 


Pro 


Phe 


Glu 


Asp 


Tyr 


Ser 


Gin 


His 








100 






105 










110 






He 


Tyr 


Arg 
115 


Thr 


He Ser Asp 


Gly 
120 


Thr 


He 


Ser 


Ala 


Ser 
125 









<210> 3855 

<211> 1377 

<212> DNA 

<213> Homo sapiens 

<400> 3855 

naagctgcga ccatggcaac ctacaaccag ctctcctatg cccagaaggc caagtaccac 
60 

ctgtgctcag caggctggct ggagaccggg cgggttgcct accccacagc cttcgcctcc 
120 
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actggacaac ctctctcccc aaatatgcct ccagattcac acataaacca caatggaaac 
1140 

cccggtactt caaaacagaa. tccttccagt ccccttcacg cgt 
1183 

<210> 3852 
<211> 323 
<212> PRT 

<213> Homo sapiens 
<400> 3852 

Met Val Gly Phe Gly Ala. Asn Arg Arg Ala Gly Arg Leu Pro Ser Leu 

15 10 15 

Val Leu Val Val Leu Leu Val Val lie Val Val Leu Ala Phe Asn Tyr 

20 25 30 

Trp Ser lie Ser Ser Arg His Val Leu Leu Gin Glu Glu Val Ala Glu 

35 40 45 

Leu Gin Gly Gin Val Gin Arg Thr Glu Val Ala Arg Gly Arg Leu Glu 

50 55 60 

Lys Arg Asn Ser Asp Leu Leu Leu Leu Val Asp Thr His Lys Lys Gin 
65 70 75 80 

lie Asp Gin Lys Glu Ala Asp Tyr Gly Arg Leu Ser Ser Arg Leu Gin 

85 90 95 

Ala Arg Glu Gly Leu Gly Lys Arg Cys Glu Asp Asp Lys Val Lys Leu 

100 105 110 

Gin Asn Asn lie Ser Tyr Gin Met Ala Asp lie His His Leu Lys Glu 

115 120 125 

Gin Leu Ala Glu Leu Arg Gin Glu Phe Leu Arg Gin Glu Asp Gin Leu 

. 130 . 135 140 

Gin Asp Tyr Arg Lys Asn Asn Thr Tyr Leu Val Lys Arg Leu Glu Tyr 
145 150 155 160 

Glu Ser Phe Gin Cys Gly Gin Gin Met Lys Glu Leu Arg Ala Gin His 

165. . 170 175 

Glu Glu Asn lie Lys Lys Leu Ala Asp Gin Phe Leu Glu Glu Gin Lys 

180 185 190 

Gin Glu Thr Gin Lys lie Gin Ser Asn Asp Gly Lys Glu Leu Asp lie 

195 200 205 

Asn Asn Gin Val Val Pro Lys Asn lie Pro Lys Val Ala Glu Asn Val 

210 215 220 

Ala Asp Lys Asn Glu Glu Pro Ser Ser Asn His lie Pro His Gly Lys 
225 230 235 240 

Glu Gin lie Lys Arg Gly Gly Asp Ala Gly Met Pro Gly He Glu Glu 

245 250 255 

Asn Asp Leu Ala Lys Val Asp Asp Leu Pro Pro Ala Leu Arg Lys Pro 

260 265 270 

Pro He Ser Val Ser Gin His Glu Ser His Gin Ala He Ser His Leu 

275 280 285 

Pro Thr Gly Gin Pro Leu Ser Pro Asn Met Pro Pro Asp Ser His He 

290 295 300 

Asn His Asn Gly Asn Pro Gly Thr Ser Lys Gin Asn Pro Ser Ser Pro 
305 310 315 320 

Leu His Ala 
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180 185 190. 

Pro Leu Tyr Tyr Arg Arg Ala His Arg Arg Phe Val Thr Lys Lys Ala 

195. 200 205 

Leu Cys lie Arg Val Phe. Gin Glu Thr Gin Lys Leu Lys Lys Arg Arg 

210 215 • 220 

Arg Ala Leu Lys Ala Ala Ala Ala Ala Gin Lys Gin Ala Lys Arg Arg 
225 230 235 240 

Asn Pro Asp Ser Pro Ala Lys Ala lie Pro Lys Thr Leu Lys Asp Ser 
245 250 255 

Gin 



<210> 3851 

<211> 1183 

<212> DNA 

<213> Homo sapiens 

<400> 3851 

nnacgcgttt tggcctgagt tggggagggg ggcggggagg gacctgcggc ttgcggcccc 
60 

gcccccttct ccggctcgca gccgaccggt aagcccgcct cctcccacgg ccggccctgg 
120 

ggccgtgtcc gccgggcaac tccagccgag gcctgggctt ctgcctgcag gtgtctgcgg 
180 

cgaggcccct agggtacagc ccgatttggc cccatggtgg gtttcggggc caaccggcgg 
240 

gctggccgcc tgccctctct cgtgctggtg gtgctgctgg tggtgatcgt cgtcctcgcc 
300 

ttcaactact ggagcatctc ctcccgccac gtcctgcttc aggaggaggt ggccgagctg 
360 

cagggccagg tccagcgcac cgaagtggcc cgcgggcggc tggaaaagcg caattcggac 
420 

ctcttgctgt tggtggacac gcacaagaaa cagatcgacc agaaggaggc cgactacggc 
480 

cgcctcagca gccggctgca ggccagagag ggcctcggga agagatgcga ggatgacaag 
540 

gttaaactac agaacaacat atcgtatcag atggcagaca tacatcattt aaaggagcaa 
600 

cttgctgagc ttcgtcagga atttcttcga caagaagacc agcttcagga ctataggaag 
660 

aacaatactt accttgtgaa gaggttagaa tatgaaagtt ttcagtgtgg acagcagatg 
720 

aaggaattga gagcacagca tgaagaaaat attaaaaagt tagcagacca gtttttagag 
780 

gaacaaaagc aagagaccca aaagattcaa tcaaatgatg gaaaggaatt ggatataaac 
840 

aatcaagtag tacctaaaaa tattccaaaa gtagctgaga atgttgcaga taagaatgaa 
900 

gaaccctcaa gcaatcatat tccacatggg aaagaacaaa tcaaaagagg tggtgatgca 
960 

gggatgcctg gaatagaaga gaatgaccta gcaaaagttg atgatcttcc ccctgcttta 
1020 

aggaagcctc ctatttcagt ttctcaacat gaaagtcatc aagcaatctc ccatcttcca 
1080 
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ggtgggagcg ccaagtttcc tttcaaccag tggggcctgc agcctcgaag tctcctcctc 
480 

caggccgcgc gcggatatgt cgtccggaaa ccagcccagt ctaggctgga tgatgaccca 
540 

cctccttcta cgctgctcaa agactaccag aatgtccctg gaattgagaa ggttgatgat 
600 

gtcgtgaaaa gactcttgtc tttggaaatg gccaacaaga aggagatgct aaaaatcaag 
660 

caagaacagt ttatgaagaa gattgttgca aacccagagg acaccagatc cctggaggct 
720 

cgaattattg ccttgtctgt caagatccgc agttatgaag aacacttgga gaaacatcga 
780 

aaggacaaag cccacaaacg ctatctgcta atgagcattg accagaggaa aaagatgctc 
840 

aaaaacctcc gtaacaccaa ctatgatgtc tttgagaaga tatgctgggg gctgggaatt 
900 

gagtacacct tcccccctct gtattaccga agagcccacc gccgattcgt gaccaagaag 
960 

gctctgtgca ttcgggtttt ccaggagact caaaagctga agaagcgaag aagagcctta 
1020 

aaggctgcag cagcagccca aaaacaagca aagcggagga acccagacag ccctgccaaa 
1080 

gccataccaa agacactcaa agacagccaa taaattctgt tcaatcattt aaaaaaaaa 
1139 

<210> 3850 

<211> 257 

<212> PRT 

<213> Homo sapiens 

<400> 3850 

Met Leu Arg Val Ala Trp Arg Thr Leu Ser Leu He Arg Thr Arg Ala 

1 5 10 15 

Val Thr Gin Val Leu Val Pro Gly Leu Pro Gly Gly Gly Ser Ala Lys 

20 25 30 

Phe Pro Phe Asn Gin Trp Gly Leu Gin Pro Arg Ser Leu Leu Leu Gin 

35 40 45 

Ala Ala Arg Gly Tyr Val Val Arg Lys Pro Ala Gin Ser Arg Leii Asp 

50 55 60 

Asp Asp Pro Pro Pro Ser Thr Leu Leu Lys Asp Ty r G .l n Asn Va l Pro 
65 70 75 80 

Gly He Glu Lys Val Asp Asp Val Val Lys Arg Leu Leu Ser Leu Glu 

85 '90 95 

Met Ala Asn Lys Lys Glu Met Leu Lys He Lys Gin Glu Gin Phe Met 

100 105 110 

Lys Lys lie Val Ala Ash Pro Glu Asp Thr Arg Ser Leu Glu Ala Arg 

115 120 125 

He He Ala Leu Ser Val . Lys tie Arg Ser Tyr Glu Glu His Leu Glu 

130 135 140 

Lys His Arg Lys Asp Lys Ala His Lys Arg Tyr Leu Leu Met Ser He 
145. 150 155 160 

Asp Gin Arg Lys Lys Met Leu Lys Asn Leu Arg Asn Thr Asn Tyr Asp 

165 170 175 

Val Phe Glu Lys He Cys Trp Gly Leu Gly He Glu Tyr Thr Phe Pro 
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